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Sequence in FASTA format Percent identity to GenBank used to name the taxon

>MW605229 Ablabesmyia sp. water mite diet isolate 2342-BHL072216-GBD10364_7984-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGTATATTAATCCGTGCAGAATTAGGACAC

CCGGGAACTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGTGGATTTGGTAATTGACTAGTACCCCTTATACTAGGAGCCCCAGATATAGCATTTCCACGAATAA

ATAATATAAGATTTTGACTACTACCCCCTTCTTTAACCTTACTATTATCTAGCTCTATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR624095, identified in GenBank as 

Ablabesmyia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605230 Amphichaeta raptisae water mite diet isolate 1896-BHL022317-GBD5321_8225-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTATTTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCTTTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTTTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAATAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605231 Amphichaeta raptisae water mite diet isolate 1966-BHL022317-GBD15392_15256-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAATAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTTGTTACTGCACATGCTTTTTTAATAATTTTTTTCATAGTAATACCAGTTTTAATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGAGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAACTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605232 Amphichaeta raptisae water mite diet isolate 1976-BHL022317-GBD28051_17165-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGAACAGGAACAAGACTATTAATTCGAATTGAATTAACACATCCAGGAGCATTTT

TAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGACTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.
>MW605233 Amphichaeta raptisae water mite diet isolate 3606-BHL032417-GBD23321_25173-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTATT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGTTTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAGT

TTGACTATTAGCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAGATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605234 Amphichaeta raptisae water mite diet isolate 4057-BHL032417-GBD21503_24710-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAATACTATTAATTCGCATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATAAAAGATA

TTGACTATTACCCCCATCACTAAATCGATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605235 Amphichaeta raptisae water mite diet isolate 4141-BHL032417-GBD23772_16607-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCATGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTACTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAGTTGAATTCTAGCTTTAATACTTGTGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.
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            Cytochrome oxidase subunit I (COI) barcode sequences in this file were obtained from gut DNA extracted from 54 freshly collected water mites, comprising 21 

Lebertia quinquemaculosa , 30 Lebertia davidcooki , 1 Limnesia , and 2 Arrenurus  specimens. Methods and other details about these sequences are described in a paper by 

the same authors in a submitted publication (2021: URL to be given here when published).  Data on collection locations, primers (mLep and LCOI), amino acid translations, 

etc. are included in corresponding sequences uploaded to GenBank.  The right column below contains additional notes on naming the taxa of the sequences that were not 

included in the GenBank annotation.  These notes include the highest percentage identity to a previous sequence in GenBank as determined by BLASTN in June 2018.  The 

FASTA file name given here includes the Accession ID, followed by the best match taxon (at an appropriate taxonomic level, dependent on the percent identity, as 

described in the notes in the right-hand column), the phrase "water mite diet isolate", a specific RamLab sequence identifier of the sequence, and then the COI gene 

description. Accession IDs of sequences uploaded to GenBank begin with MW; other sequences begin with RL and a RamLab sequence identifier.  The RamLab sequence 

identifier in the FASTA name includes information as follows: RamLab ID number-location and date of collection with three location letters (e.g., BHL stands for Blue Heron 

Lagoon) and the date usually in a 6-character format of MMDDYY-information on the location of sequence on the Illunina sequencing plate-and a 4- to 6-character 

identifier of the mite species (Lq=L. quinquemaculosa ; Ldc=L. davidcooki ; Lim=Limnesia ; Arr=Arrenurus ) and the animal number in that series of experiments (2 digits).



>MW605236 Amphichaeta raptisae water mite diet isolate 4494-BHL032417-GBD16091_27897-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACTATTAAATAATAAAAGATT

TTGACTATTATCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAA

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605237 Amphichaeta raptisae water mite diet isolate 4557-BHL032417-GBD8274_10892-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGATCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTTAGGAAGAAA

CCAACTATATAATACCTTAGTTACTGCACAAGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATTGGAGGATTT

GGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATTTTGACTATTA

CCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605238 Amphichaeta raptisae water mite diet isolate 4598-BHL032417-GBD6397_6142-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGATTATGAGCAGGAATAGTTGGTACAGGCACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAATACCAGTTTTTATT

GGAGGATTTGGAAGTTGAATTCTACCTTTAATACTTGGAGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605239 Amphichaeta raptisae water mite diet isolate 4860-BHL032417-GBD19485_21216-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTCTGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAACCTTTTT

AGGAGGAGACCAACTATATAATACCTTAGTTACTGCTCATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATATTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605240 Amphichaeta raptisae water mite diet isolate 4954-BHL032417-GBD13720_19923-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605241 Amphichaeta raptisae water mite diet isolate 6169-BHL032417-GBD22501_6326-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTGGAGCCTGATCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATCCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCTCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605242 Amphichaeta raptisae water mite diet isolate 6365-BHL032417-GBD13583_13475-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACTGCAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTTTATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAATACCAATTTTTATT

GGAGGATTTGGAAACTGAATTATACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAACTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605243 Amphichaeta raptisae water mite diet isolate 8858-BHL101416-GBD15966_10107-Lq60 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605244 Amphichaeta raptisae water mite diet isolate 9593-BHL032417-GBD14391_5569-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGGATTGAATTAACCCATCCTGGAGCCTTTT

TAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATGCCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCGCCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605245 Amphichaeta raptisae water mite diet isolate 9765-BHL040517-GBD25510_5628-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGGATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAGTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW605246 Amphichaeta raptisae water mite diet isolate 9898-BHL040517-GBD20081_7808-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACAAACTGTATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

TGAGGGTTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGCTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605247 Amphichaeta raptisae water mite diet isolate 9949-BHL040517-GBD13887_3781-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAGTTAACCCATCCTGGAGCCTTTTT

GTGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605248 Amphichaeta raptisae water mite diet isolate 9972-BHL040517-GBD12864_8941-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAACCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGAGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAACTCTACTAGTTGCAACGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605249 Amphichaeta raptisae water mite diet isolate 10035-BHL040517-GBD27572_12633-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGAATTGAATTAACCCACCCTGGAGCCTTTT

TAGGTAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCGGATATAGCATTCCCACGAGTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605250 Amphichaeta raptisae water mite diet isolate 10061-BHL040517-GBD26250_15059-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATACTGGATCCTTTTT

AGGAAGAGACCAACTATATAATCCCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATG

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605251 Amphichaeta raptisae water mite diet isolate 10116-BHL040517-GBD15671_5485-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAAGTCGGATTGAATTAACCCATCCTGGAGCCTTTT

TAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAACTGGCGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605252 Amphichaeta raptisae water mite diet isolate 10217-BHL040517-GBD25730_20523-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTGTTGAATTAACACATCCTGGAGCCTTTTT

AGGAAGAGACCAACTTTATAATACCTTTGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAATTTTAATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGAGCACCTGATATAGCATTCCCACGAGTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605253 Amphichaeta raptisae water mite diet isolate 10244-BHL040517-GBD15251_19684-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTGTTGAATTAACCCATCCTGGAGCCTTTTT

AGGACGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGTGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTGGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605254 Amphichaeta raptisae water mite diet isolate 10254-BHL040517-GBD19730_2897-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCATTCTT

AGGAAGAGATCAACTATATAATACCCTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGAGCACCAGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATCCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605255 Amphichaeta raptisae water mite diet isolate 10371-BHL040517-GBD19020_20822-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTAATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATAATTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAACTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW605256 Amphichaeta raptisae water mite diet isolate 10374-BHL040517-GBD25872_16697-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATATTTGTTACAGGAACAAGACTATTAATTCGTATTGAATTACCACATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATTTAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATGCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605257 Amphichaeta raptisae water mite diet isolate 10379-BHL040517-GBD18923_2734-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAATAAGACTATTAATTCGAATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTAATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATACAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCAGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605258 Amphichaeta raptisae water mite diet isolate 10400-BHL040517-GBD24919_5343-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTAT

AGGAAGAGACCAACTTTATAATACCATAGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTCAATACTTGGAGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAAATCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605259 Amphichaeta raptisae water mite diet isolate 10412-BHL040517-GBD26900_11832-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGAACAGCAACAAGACTATTAATTCGTATTGAATTAACACAACCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATGCCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605260 Amphichaeta raptisae water mite diet isolate 10455-BHL040517-GBD13291_26509-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCAACCTGGAGCATTTC

TAGGAAGAGACCAACTATATAATATCTTAGTAACTGCACATGCATTTTTAATAATTTTTTTCCTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605261 Amphichaeta raptisae water mite diet isolate 10475-BHL040517-GBD15314_27077-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTGGAGCTTGATCTGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605262 Amphichaeta raptisae water mite diet isolate 10476-BHL040517-GBD23744_6301-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTTTGAGCAGGAATAGTTGGTACTGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGGACAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAGT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605263 Amphichaeta raptisae water mite diet isolate 10500-BHL040517-GBD22917_21053-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACTAGACTACTAATTCGAATTGAATTATCCCATCCTGGAGCCTTCTT

AGGAAGAGATCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTCTAATACTTGGAGCACCTGATATAGCATTCCCACGACTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605264 Amphichaeta raptisae water mite diet isolate 10502-BHL040517-GBD27013_20295-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGGGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTATTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAACAATATAAGAGT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCAACGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605265 Amphichaeta raptisae water mite diet isolate 10531-BHL040517-GBD10625_19126-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGATTATGAGCAGGAATAGTTGGTACTGGAACTAGACTATTAATTCGAATTGAGTTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW605266 Amphichaeta raptisae water mite diet isolate 10535-BHL040517-GBD27949_9908-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAATAAGACTATTAATTCGAATTGAATTAACCCAACCTGGAACCTTTTT

AGGAGAAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605267 Amphichaeta raptisae water mite diet isolate 10546-BHL040517-GBD11544_24352-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGATACAGGGACAAGACTATTAATTCGTATTGAATTATCCCATCCAGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCCTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605268 Amphichaeta raptisae water mite diet isolate 10561-BHL040517-GBD28062_9463-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACTGGAACAAGAATATTAATTCGTATTGAATTAAAACATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605269 Amphichaeta raptisae water mite diet isolate 10562-BHL040517-GBD25068_10558-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGAACAGGAACAAGACTATTAATTCGTATTGAATTAACACATCCAGGAGCCTTTT

TAGGAAGAGACCAACTATATAATACCATAGTTACTGCACATGCTTTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCAACACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605270 Amphichaeta raptisae water mite diet isolate 10633-BHL040517-GBD3897_14494-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGATCAGGAATAGTTGGTACTTGAACAAGACTATTAATTCGTATTGAATTAGCCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCACCATCTCTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605271 Amphichaeta raptisae water mite diet isolate 10657-BHL040517-GBD18581_28826-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGGAGTATGAGCAGGAATAGTTGGTACAGGAACTAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCGTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGTGGCACCTGATATAGCATTCCCACGACTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605272 Amphichaeta raptisae water mite diet isolate 12581-BHL040517-GBD23466_12101-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACACATCATGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAGTTGAATTCTACCTTTAATACTTGGGGCATCTGATATAACATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605273 Amphichaeta sp. water mite diet isolate 4660-BHL032417-GBD24430_16652-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTTGTTACTGCACATGCATTTTTAATATTTTTTTTCATAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATATTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTGCCCCCATCACTAACTCTATTAGTAGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605274 Amphichaeta sp. water mite diet isolate 4837-BHL032417-GBD26144_24667-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTTTATAATACCTTTGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAATACCAGTTTTAATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTAGGAGTTGCAACGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605275 Amphichaeta sp. water mite diet isolate 4851-BHL032417-GBD24175_20657-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTCGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCTTTTTTAATAATTTTTTTCATAGTAATACCAATTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAACCCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW605276 Amphichaeta sp. water mite diet isolate 4865-BHL032417-GBD10832_21719-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTTGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAATACCAGTTTTAATT

GGAGGATTTGGAAATTGAATACTACCTTTAATACTTGGTGCACCAGATATAGCATTCCCACGAATAAATAATATAAGATC

TTGACTATTACCCCCATCACTAACTCTATTAGTTGCATCGGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605277 Amphichaeta sp. water mite diet isolate 4893-BHL032417-GBD26677_10906-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGTGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAAT

TTGACTATTACCCCCAACACTAATTCGATTAGGAGCATCGGCTGCAGTAGAAAATGGAGCAGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605278 Amphichaeta sp. water mite diet isolate 4948-BHL032417-GBD24088_10205-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGATCAAGACTATTAATTCGTATTGAATTAAACCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGACACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCTCTAATTCTATTAGTTGCATCGGCAACAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605279 Amphichaeta sp. water mite diet isolate 4990-BHL032417-GBD17012_7189-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAACACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGACTTAACAATTTAAGATT

CTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605280 Amphichaeta sp. water mite diet isolate 5280-BHL032417-GBD12512_10940-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGATCAGGAATAGTTGGTACATGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTTGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAATACCAGTTTTAATT

GGAGGATTTGGAAATTGAATACTACCTTTAATACTTGGTGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACAAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605281 Amphichaeta sp. water mite diet isolate 5355-BHL032417-GBD22594_18433-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACTGGATCAAGACTATTAATTCGTATTGAATTAAACCATCCTGGAACCTTTTT

AGGAAGAGATCAAATATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAATACCAGTTTTAATT

GGAGGATTTGGAAATTGAATTCTACCTCTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605282 Amphichaeta sp. water mite diet isolate 5363-BHL032417-GBD21749_17457-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGATCATTTTT

AGGAAGAGATCAACTATATAATACCCTAGTTACTGCACATGCATTTTTAATAATTTTTTTCCTAGTAACACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGAGCACCAGATATAGCATTCCCACGACTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATCCTACTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605283 Amphichaeta sp. water mite diet isolate 5374-BHL032417-GBD15830_25939-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTTTGAGCTGGAATAGTTGGAACAGGAACTAGAATATTAATTCGTATTGAATTATCTCAACCAGGATCATTCCT

AGGAAGAGATCAACTATATAATACCTTAGTTACTGCACATGCATTCTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGAGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTTCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605284 Amphichaeta sp. water mite diet isolate 5506-BHL032417-GBD27233_8465-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAACACCAGTTTTAAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGAGCACCAGATATAGCATTCCCTCGAATAAATAATATAAGAT

TTTGACTATTACCCCCATCATTAACACTATTAGTTGCATCAGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605285 Amphichaeta sp. water mite diet isolate 5625-BHL032417-GBD6016_16489-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGTATTCCCACGACTTAACAATTTAAGATT

CTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW605286 Amphichaeta sp. water mite diet isolate 5684-BHL032417-GBD22540_16155-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTCAACCAGGAGCCTTTTT

AGGAAGAGATCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGGAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACAATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605287 Amphichaeta sp. water mite diet isolate 8488-BHL101416-GBD16784_4033-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

CTGACTACTACCACCTTCACTAATCATATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605288 Amphichaeta sp. water mite diet isolate 8493-BHL101416-GBD9292_7979-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGAGCACCAGATATGGCCTTCCCACGACTTAACAATTTAAGATT

TTGACTTCTACCACCTTCACTAATCCTACTAGTTTCTTCTGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605289 Amphichaeta sp. water mite diet isolate 8673-BHL101416-GBD5587_14204-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTGGAGCTTGATCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGACTTTTT

AGGAAGAGATCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTGCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGTGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCTCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605290 Amphichaeta sp. water mite diet isolate 8796-BHL101416-GBD26728_11856-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCTACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCATCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605291 Amphichaeta sp. water mite diet isolate 9918-BHL040517-GBD12089_5187-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGTGACCAACTATATAATACCATTGTTACTGCACATGCATTCTTAATAATTTTTTTCATAGTAATACCAGTTTTAATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605292 Amphichaeta sp. water mite diet isolate 10038-BHL040517-GBD13305_4984-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGACTAGTTGGTACAGGAACAAGACTATTAATTCGAATTGAATTAACCCATCCTGGAGCCTTTA

TAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAATACCAGTTTTAA

TTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGA

TTTTGACTATTCCCCCCATCACTAATTCTATTAGTTTTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605293 Amphichaeta sp. water mite diet isolate 10048-BHL040517-GBD24542_12908-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGATCAGGAATAGTGGGAACTTCCCCAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTTAGGAAGAGA

CCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATTGGAGGATTT

GGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATTTTGACTATTA

CCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605294 Amphichaeta sp. water mite diet isolate 10108-BHL040517-GBD19639_5543-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605295 Amphichaeta sp. water mite diet isolate 10126-BHL040517-GBD18423_9105-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGATCAGGAATAGTTGGTACAGTAACAAGACTATTAATTCGTATTGTATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGTGTCACCTGATATAGCATTCCCACGATTAAATAATATAAGATTT

TGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCGGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW605296 Amphichaeta sp. water mite diet isolate 10148-BHL040517-GBD22617_22847-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACTGGTACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGTAGAGACCAACTTTATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTAATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGGCTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605297 Amphichaeta sp. water mite diet isolate 10150-BHL040517-GBD18012_26782-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605298 Amphichaeta sp. water mite diet isolate 10167-BHL040517-GBD11365_4531-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGCACAAGACTATTAATTCGTATTGAATTCACCCAACCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCCTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCAGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTACTACCCCCATCACTAATCCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605299 Amphichaeta sp. water mite diet isolate 10229-BHL040517-GBD6998_23924-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTGGAGTATGAGCAGGAATAGTTGGTACTGGATTAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTAT

AGGAAGAGACCAACTATATAATACCTTTGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATATTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605300 Amphichaeta sp. water mite diet isolate 10315-BHL040517-GBD9475_23599-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGCATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAAGAAATAATATAAGATT

ATGACTATTACCCCCAGCACTAAAACTATTAGTGGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605301 Amphichaeta sp. water mite diet isolate 10319-BHL040517-GBD19943_19330-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACTGGATCAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAAATTTATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAATACCAATTTTAATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGTGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAACTCTATTAGTTGCAACGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605302 Amphichaeta sp. water mite diet isolate 10347-BHL040517-GBD4002_8176-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACTAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATGATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAAAAATATAAGATA

TTGACTAGTTCCCCCAGCACTAATACTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605303 Amphichaeta sp. water mite diet isolate 10388-BHL040517-GBD3958_11179-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAGACCATCCTGGATCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTAATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCTCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTAGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605304 Amphichaeta sp. water mite diet isolate 10398-BHL040517-GBD11202_24434-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACATGAACAAGACTATTAATTCGTATCGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAATTATATAATGCCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAATACCAATTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAAATCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605305 Amphichaeta sp. water mite diet isolate 10406-BHL040517-GBD15579_24868-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAATAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATATCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAATACCAATTTTAATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGAGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGACAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW605306 Amphichaeta sp. water mite diet isolate 10424-BHL040517-GBD24549_15183-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAAGCCATCCTGGAACATTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAATTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATATTTGGTGCACCTGATATAGCAATCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605307 Amphichaeta sp. water mite diet isolate 10485-BHL040517-GBD24731_6514-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAAATATATAATACCTTAGTTACCGCACATGCATTTTTAATAATTTTTTTCTTAGGAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTAGGACACCTGATATAGCATTCCCACGAATAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605308 Amphichaeta sp. water mite diet isolate 10548-BHL040517-GBD17620_1965-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGCAACAAGACTATTAATTCGCATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTTTATAATACCCTAGTTACTGCTCATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTAATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTGAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605309 Amphichaeta sp. water mite diet isolate 10553-BHL040517-GBD8444_13663-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTAGGTACTGGATCAAGACTATTAATTCGTATTAAATTAACCCATCCTGGAGCCTTTTT

AGGAGGAGACCAACTTTATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATATTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTACTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605310 Amphichaeta sp. water mite diet isolate 10589-BHL040517-GBD29410_15863-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGAATATTAATTCGTATTGAATTAACCCATCCTGGAGCATTTTT

AGGAAGAGACCAACTATATAATACATTTGTTACTGCACATGCATTTTTAATAATTTTTTTCTCAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCCCGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAACTCTATTAGTTGCATCGGCTACAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605311 Amphichaeta sp. water mite diet isolate 10594-BHL040517-GBD2008_17107-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGAACAGGATCAAGACTATTAATTCGTATTGAATTAGCCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACATTAGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAACCCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605312 Amphichaeta sp. water mite diet isolate 10629-BHL040517-GBD11651_5792-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGAACAGGAACTAGACTATTAATTCGGATTGAGTTAACCCATCCTGGAGCCTTTC

TAGGAAGAGACCAACTATATAATACCCTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGAGCACCAGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAGTTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605313 Amphichaeta sp. water mite diet isolate 10640-BHL040517-GBD24468_20122-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGATCAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAAAGACCAACTATATAATACCATTGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTAGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAACCCTATTAGTAGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605314 Amphichaeta sp. water mite diet isolate 10648-BHL040517-GBD26339_17400-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGAACTGGATCAAGACTACTAATTCGTATTGAATTAACCCATCCTGGAGCATTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATGAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605315 Amphichaeta sp. water mite diet isolate 10682-BHL040517-GBD20140_10599-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGATCAAGACTATTAATTCGTATTGAATTAACCCATCCTGGATCCTTTTT

AGGAAGAGACCAACTATATATTACATTTGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTAATT

GGAGGATTTGGAAATTGAATACTACCTTTAATACTTGGAGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAACTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW605316 Amphichaeta sp. water mite diet isolate 12127-BHL040517-GBD16784_4033-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

CTGACTACTACCACCTTCACTAATCATATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605317 Amphichaeta sp. water mite diet isolate 12132-BHL040517-GBD9292_7979-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGAGCACCAGATATGGCCTTCCCACGACTTAACAATTTAAGATT

TTGACTTCTACCACCTTCACTAATCCTACTAGTTTCTTCTGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605318 Amphichaeta sp. water mite diet isolate 12312-BHL040517-GBD5587_14204-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTGGAGCTTGATCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGACTTTTT

AGGAAGAGATCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTGCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGTGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCTCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605319 Amphichaeta sp. water mite diet isolate 12435-BHL040517-GBD26728_11856-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCTACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCATCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW605320 Annelida sp. water mite diet isolate 1262-BHL110116-GBD22269_17990-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATACTTTATTTTAGGAGTATGAGCAGGAATAATGGGAACAGCGTTTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACATCCTAGTTACTGCAC

ATGCATTCATAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID MT425080, identified in GenBank 

as Cernosvitoviella minor sensu lato. The % identity was 

used to identify this accession's name according to the 

following: >=96.5%, species; 90.0-96.4% only to genus; 80 - 

89.9%, family or higher taxon.  Matches <80%, not used.

>MW605321 Annelida sp. water mite diet isolate 5339-BHL032417-GBD12294_28694-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCG

ACTTGAATTAGGACAACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACTCTAGTAACTGCACATGCATTCCTAA

TAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATA

TAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTATCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.0% 

identical to accession ID KM000898, identified in GenBank 

as Eisenia fetida. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605322 Anopheles sp. water mite diet isolate 11141-BHL110116-GBD5420_7257-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGT

ATATTAATTCGTGCAGAATTAGGACATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCAT

GCATTTATTATAATTTTTTTTATAGTAATACCTATTTTAATTGGAGGACTTGGAAACTGATTAGTTCCTTTAATATTAGGAG

CACCTGATATGGCTTTCCCACGAATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATC

AATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KM389466, identified in GenBank 

as Anopheles sacharovi. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605323 Archisepsis sp. water mite diet isolate 1857-BHL072216-GBD22260_6451-Lunk72 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTAAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGTAAGAAG

TATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KT272843, identified in GenBank as 

Archisepsis discolor. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605324 Archisepsis sp. water mite diet isolate 13036-BHL040517-GBD22619_20870-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATCTGGAGCTTGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGTAAGAAG

TATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KT272843, identified in GenBank as 

Archisepsis discolor. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605325 Archisepsis sp. water mite diet isolate 14338-BHL040517-GBD9405_23602-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGATTTCTTCCTCCTTCACTTACACTATTATTAGTAAGAAG

TATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KT272843, identified in GenBank as 

Archisepsis discolor. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605326 Benthalia sp. water mite diet isolate 8911-BHL032417-GBD5333_12512-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTTATTAAGAATGCTTATTCG

AGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTA

TAATTTTCTTTATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATA

TAGCTTTTCCTCGAATAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID DQ648198, identified in GenBank 

as Benthalia dissidens. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605327 Ceratitis sp. water mite diet isolate 14760-BHL040517-GBD10764_13424-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTTAGAAT

TTTAATTCGTGCTGAATTAGGACACCCGGGTGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCACGAATAAATAATATAAGATTTTGACTACTTCCTCCTTCACTTACACTATTATTAGTAAGAAGT

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID AY788423, identified in GenBank as 

Ceratitis curvata. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605328 Ceratitis sp. water mite diet isolate 14963-BHL040517-GBD26138_19278-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGTAT

TTTTATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCACGAATAAATAAGATAAGTTTTTGACTACTACCTCCTTCACTTACACTATTATTAGGAAGAAG

TATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID AY788423, identified in GenBank as 

Ceratitis curvata. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605329 Ceratitis sp. water mite diet isolate 15030-BHL040517-GBD29148_16794-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTTGGAGCATGAGCGGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGAGTTGAATTAGGACACCCAGGAGCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTACTACCTCCTTCACTGACACTATTATTAGCAAGAA

GTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID AY788423, identified in GenBank as 

Ceratitis curvata. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605330 Ceratitis sp. water mite diet isolate 15218-BHL040517-GBD14378_28784-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTTTATTTTATTTTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGAGCTGAATTAGGACATCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCTCCTTCACTAACACTATTACTAGCAAGAAGT

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID AY788423, identified in GenBank as 

Ceratitis curvata. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605331 Chaetogaster diastrophus water mite diet isolate 1167-BHL110116-GBD3090_14331-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTTGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 98.9% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605332 Chaetogaster diastrophus water mite diet isolate 1357-BHL110116-GBD18715_8840-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACGAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.9% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605333 Chaetogaster diastrophus water mite diet isolate 1420-BHL110116-GBD13056_8582-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAACGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 99.3% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605334 Chaetogaster diastrophus water mite diet isolate 1423-BHL110116-GBD7878_5479-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGACATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGCTTTGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGAATAAACAATCTAAGATTTTGACTTCTTCCACCATCACTAAGTCTACTAATATCAG

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605335 Chaetogaster diastrophus water mite diet isolate 1425-BHL110116-GBD4556_7766-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGTGACCAACTATATAATACTCTAGTAACTGCCCAC

GCATTTCTAATAATTTTTTTTATAGTTATACCAATATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAGGAG

CCCCAGATATGGCATTCCCACGAATAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATCCTACTAATATCATCTA

CAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.



>MW605336 Chaetogaster diastrophus water mite diet isolate 1429-BHL110116-GBD15505_8676-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATGAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTAGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGACTAAACAATCTAAGAGTTTGACTTCTTCCACCTTCACTAATTCTACCAATTTCAT

ATGCAGCAGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.1% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605337 Chaetogaster diastrophus water mite diet isolate 1430-BHL110116-GBD25231_15914-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAAATTTATAATACTCTAGTAACTGCC

CACGCTTTTCTAATAATTTTTTTTATAGTTATACCAGTATTAATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATAGCATTCCCACGAATAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605338 Chaetogaster diastrophus water mite diet isolate 1431-BHL110116-GBD16131_27489-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCTTTTCTAGGAAGGGACCAACTATATAATATTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTATAGTTATACCAGCTTTTATTGGTGGATTTGGAAATTGAATCTTACCTTTAATACTAG

GGGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605339 Chaetogaster diastrophus water mite diet isolate 1433-BHL110116-GBD6201_13898-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTAATTCGACTTGAATTATCTCAACCAGGCTCATTACTAGGAAGAGAGCAACTATATAATACTCTAGTAACTGCCCA

TTCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAGGA

GCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTACTTCCACCTTCACTAATTCTACTAATTTCATCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605340 Chaetogaster diastrophus water mite diet isolate 1435-BHL110116-GBD23943_10455-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAAGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTACTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTACTTCCACCTTCACTAATTCTACTAATGTCAT

CTACAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.4% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605341 Chaetogaster diastrophus water mite diet isolate 1436-BHL110116-GBD15011_11196-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGATCAACTATATAATACTCTAGTAACTGCC

CACGCATTATTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGAGGATTCGGAAATTGAATTCTACCATTAATACTAG

GAGCCCCAGATATGGCATTCCCACGACTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCAGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.1% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605342 Chaetogaster diastrophus water mite diet isolate 1437-BHL110116-GBD29603_13995-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTTTATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTATAGTTATACCAGTATTTATTGGTGGATTAGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCACTCCCACGAATAAACAATCTAAGATTTTGACTTCTACCACCTTCACTAATTCTACTAAAATCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605343 Chaetogaster diastrophus water mite diet isolate 1440-BHL110116-GBD14693_5974-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCACTGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCCC

ACGCATTTCTAATAATTTTCTTTATAGTTATACCAGTATTTATTGGTGGATTAGGAAATTGAATTCTACCTTTAATACTAGG

AGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCCCCTTCGCTAATTCTACTAATTTCATCT

GCAGCAGTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605344 Chaetogaster diastrophus water mite diet isolate 1442-BHL110116-GBD28266_12781-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGACATTCCTAGGAAGAGACCAAATATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTTTTCTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGAATTCTTCCTTTAATATTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCTCTAATTCTACTAATTTCATC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605345 Chaetogaster diastrophus water mite diet isolate 1447-BHL110116-GBD25492_6280-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTTTATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTAATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCACCAGATATGGCATTCCCTCGAATAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAACTCTACTAATTTCAA

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.



>MW605346 Chaetogaster diastrophus water mite diet isolate 1448-BHL110116-GBD26316_14883-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTTGGAAAGGACCAACTATATAATACTCTAGTTACTGCCC

ACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAGG

AGCCCCAGATATGGCATTCCCACGAATAAACAATCTAAGATTTTGACTACTTCCACCTTCACTAACTCTACTAATATCATC

AGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605347 Chaetogaster diastrophus water mite diet isolate 1451-BHL110116-GBD8494_22843-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTTATTCGAATTGAATTATCACAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAGTACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGACCCAGATATGGCATTCCCACGATTAAACAATCCAAGATTTCGACTTCTTCCACCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.1% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605348 Chaetogaster diastrophus water mite diet isolate 1452-BHL110116-GBD4330_11149-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACGTCGTGCACCTGCACTAAAGGGACGAATATC

ATCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605349 Chaetogaster diastrophus water mite diet isolate 1463-BHL110116-GBD9668_3910-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATCTTAATTCGAATTGAATTATCTCATCCAGGGTCATTCCTAGGAAGTGACCAACTATATAATACTCTTGTAACTGCTC

ACGCATTTCTAATAATTTTCTTTATAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGAATTCTACTTTTAATACTAGG

AGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCATCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605350 Chaetogaster diastrophus water mite diet isolate 1470-BHL110116-GBD15415_20469-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAATCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTATAGTTATACCAGTATTAATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATAGCATTCCCACGAATAAACAATCTAAGATTTTGACTACTTCCACCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605351 Chaetogaster diastrophus water mite diet isolate 1476-BHL110116-GBD12802_26700-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGGATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTCTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATAGCATTCCCATGACTAAACAATTTAAGATTCTGACTACTACCACCTTCTCTAATCTTACTAATTTCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605352 Chaetogaster diastrophus water mite diet isolate 1481-BHL110116-GBD15595_25483-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTTTATAATACTCTTGTAACTGCC

CATGCATTTCTAATAATTTTCTTTATAGTTATACCAGTATTAATTGGTGGATTTGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGAATAAACAATCTAAGATTTTGACTACTTCCACCTTCACTAACTCTACTAATATCAT

CTGCAACAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605353 Chaetogaster diastrophus water mite diet isolate 1488-BHL110116-GBD20675_16065-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGAATAAACAATCAAAGATATTGACTTCGTCCACCTTCACTAAAACGACAAATGTCA

TCTGCAGCAGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605354 Chaetogaster diastrophus water mite diet isolate 1500-BHL110116-GBD12310_4737-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGATCAACTATATAATCCTCTTGTAACCGCC

CACGCATTTCTAATAATTTTCTTTTTAGTGATACCAGTATTAATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTACTTCCACCTTCACTAACTCTACTAATATCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605355 Chaetogaster diastrophus water mite diet isolate 1501-BHL110116-GBD10410_4853-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGGGATCAACTATATAATACTCTAGTAACTGCC

CACGCATTCCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGAATTCTACCTCTAATACTAG

GAGCCCCAGATATAGCATTCCCACGACTAAACAATCTAAGATTCTGACTACTACCACCTTCACTAATCCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.



>MW605356 Chaetogaster diastrophus water mite diet isolate 1524-BHL110116-GBD19556_19907-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCCGGATCATTCCTAGGAAATGACCAACTATATAATACTCTAGTAACTGCCC

ACGCATTTCTAATAATTTTCTTCTTAGTTATACCAGTATTAATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAGG

AGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCATCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.1% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605357 Chaetogaster diastrophus water mite diet isolate 1541-BHL110116-GBD27402_10478-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTTATTCGAATTGAATTATCACAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTTACTGCC

CATGCATTTCTAATAATTTTTTTTTTAGTTATACCAGTACTAATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGAATAAACAATATAAGATTTTGACTACTTCCACCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605358 Chaetogaster diastrophus water mite diet isolate 1546-BHL110116-GBD20850_20192-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAAGGACCAAATTTATAATACTATAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTTTTAATTGGTGGATTCGGAAATTGAATTCTACCCTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAACTCTACTAATTTCAA

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605359 Chaetogaster diastrophus water mite diet isolate 1550-BHL110116-GBD28179_9455-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAACGATCAACTATATAATATTCTAGTAACTGCCC

ACGCATTTCTAATAATCTTCTTTTTAGTTATACCAGTATTAATTGGTGGATTCGGAAATTGAATTCTACCTTTAATATTAGG

AGCCCCAGATATAGCATTCCCACGAATAAACAATCTAAGATTTTGACTTCTTTCACCTTCACTAATTCTACTAATTTCATCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605360 Chaetogaster diastrophus water mite diet isolate 1551-BHL110116-GBD10646_12328-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTGTCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTTGTAACTGCC

CACGCATTTCTAATAATTTTCTTTATAGTTATACCAGTATATATTGGAGGATTCGGAAATTGAATTCTACCTTTAATACTA

GGAGCCCCAGATATGGCATTCCCACGAATAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAACCCTACTAATTTCA

TCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605361 Chaetogaster diastrophus water mite diet isolate 1583-BHL110116-GBD25907_19515-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCATGGTCATTCCTAGGAAGAGACCAACTATATAATACTCTAGTTACTGCCC

ACGCATTTCTAATAATTTTCTTTGTAGTTATACCAGTATTTATCGGAGGATTCGGAAATTGAATGCTACCTTTACTACTAG

GAGCCCCAGATATGGCATTCCCACGAATAAACAATATAAGATTTTGACTTCTTCCACCATCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605362 Chaetogaster diastrophus water mite diet isolate 1588-BHL110116-GBD22349_3021-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGATCAACTATATAATACTCTAGTAACTGCC

CATGCATTCCTAATAATTTTCTTTATGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGACTAAACAATCTAAGATTCTGACTACTACCACCTTCACTAATTCTACTAGTTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605363 Chaetogaster diastrophus water mite diet isolate 1595-BHL110116-GBD6785_10903-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACAAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.4% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605364 Chaetogaster diastrophus water mite diet isolate 1630-BHL110116-GBD7752_12371-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAAGGACCAACTTTATAATACTCTTGTAACTGCTC

ACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTCATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAGG

AGCCCCAGATATAGCATTCCCACGAATAAACAATCTAAGATTTTGACTTCTACCACCTTCACTAACTCTACTAATTTCATC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605365 Chaetogaster diastrophus water mite diet isolate 1633-BHL110116-GBD16017_11298-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGTTCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCCC

ACGCATTTCTAATAATTTTCTTTTTTGTGATACCAGGATTTATTGGTGGATTTGGAAATTGAATTCTACCTTTAATACTAGG

AGTCCCAGATATGGCATTCCCACGAATAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATCCTACTAATGTCATC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.



>MW605366 Chaetogaster diastrophus water mite diet isolate 1634-BHL110116-GBD18608_23741-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605367 Chaetogaster diastrophus water mite diet isolate 1676-BHL110116-GBD3739_19842-Lq47 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGATTTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTGCCACCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605368 Chaetogaster diastrophus water mite diet isolate 9333-BHL032417-GBD27700_21276-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTAATTCGAATTGAATTATCTCAACCAGGATCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCCCA

CGCATTTCTAATAATTTTCTTTTTAGTTATACCAATTTTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAGGA

GCCCCAGATATGGCATTCCCTCGAATAAACAATATAAGATTTTGACTACTTCCCCCTTCACTAATTCTACTAATTTCATCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605369 Chaetogaster diastrophus water mite diet isolate 10857-BHL101516-GBD5522_12460-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 99.3% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605370 Chaetogaster diastrophus water mite diet isolate 10913-BHL101516-GBD23849_8330-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCAT

CCGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.9% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605371 Chaetogaster diastrophus water mite diet isolate 10937-BHL101516-GBD16048_3250-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605372 Chaetogaster diastrophus water mite diet isolate 10952-BHL101516-GBD16417_22506-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTTACTGCA

CACGCATTTCTAATAATTTTTTTTATAGTTATACCAGTACTTATTGGTGGATTTGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGAATAAACAATCTAAGATTTTGACTACTTCCACCTTCACTAATACTACTAATATCAT

CTGCAACAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605373 Chaetogaster diastrophus water mite diet isolate 10960-BHL101516-GBD18359_22970-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATACTAATTCGAATTGAATTATCACAACCAGGATCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCATCCACCTTCACTAATACTACTAAATTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.1% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605374 Chaetogaster diastrophus water mite diet isolate 10964-BHL101516-GBD18413_19040-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTTGTAACGGCC

CACGCATTTCTAATAATTTTTTTTATAGTTATACCAGTATTAATTGGAGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGAATAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAACTCTACTAATTTCAA

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605375 Chaetogaster diastrophus water mite diet isolate 10968-BHL101516-GBD11659_24085-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGATCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCA

CACGCATTTCTAATAATTTTCTTTCTAGTTATACCAGTATTTATTGGTGGATTTGGAAACTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGACTAAACAATCTAAGATTTTGACTACTACCACCATCTCTAATCCTACGAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.



>MW605376 Chaetogaster diastrophus water mite diet isolate 10976-BHL101516-GBD19820_20724-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTTACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGAGGATTTGGAAATTGAATACTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGAATAAACAATCTAAGATTTTGACTACTACCACCATCTCTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605377 Chaetogaster diastrophus water mite diet isolate 10983-BHL101516-GBD16132_28718-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCTTAGGAAGGGATCAACTATATAATACTCTAGTTACTGCC

CACGCATTCCTAATAATTTTCTTTCTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGATTTCTACCTTTAATACTAG

GAGCCCCAGATATAGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTGCCACCTTCACTAATTCTACTAATATCAT

CTGCAGCAGTAGAAAATAGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605378 Chaetogaster diastrophus water mite diet isolate 10984-BHL101516-GBD13391_6294-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGGAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTAAACCAGAATTTATTGGGGGATTAGGAAAATGAATTCTACCTTTAATACTA

GGAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCA

TCTGCTGCAGTCGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605379 Chaetogaster diastrophus water mite diet isolate 10987-BHL101516-GBD4547_12821-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAAGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTATAATAATTTTCTTTTTAGTTATACCAGTATTAATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGAATAAACAATCTAAGATTTTGACTTCTTCCCCCTTCACTAACTCTACTAATTTCAA

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605380 Chaetogaster diastrophus water mite diet isolate 10996-BHL101516-GBD13976_28837-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTAAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTTGTAACTGCC

CACGCATTCCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGACATGGCATTCCCACGAATAAACAATATAAGATTTTGACTTCTTCCCCCTTCACTAACTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605381 Chaetogaster diastrophus water mite diet isolate 11007-BHL110116-GBD27513_21195-Lq74 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGTGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGAATAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATATCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605382 Chaetogaster diastrophus water mite diet isolate 11421-BHL101516-GBD19449_25697-Lq78 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCACCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCCCCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605383 Chaetogaster diastrophus water mite diet isolate 11441-BHL101516-GBD20242_8024-Lq79 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 99.3% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605384 Chaetogaster diastrophus water mite diet isolate 11505-BHL101516-GBD23455_24034-Lq80 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTAAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGAATAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATACTACTAATTTCAA

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605385 Chaetogaster diastrophus water mite diet isolate 11582-BHL101516-GBD27435_9909-Lq81 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAAATTTATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACTTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGACTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.



>MW605386 Chaetogaster diastrophus water mite diet isolate 11799-BHL101516-GBD12254_8905-Lq82 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTCGGGAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.9% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW605387 Chironomidae sp. water mite diet isolate 495-BHL040517-GBD28407_10899-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTAGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTAGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTGTAATAATTTTTTTTATAC

TTATACCAATCTTAAATGGAGGAATTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGTCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGAAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605388 Chironomidae sp. water mite diet isolate 499-BHL040517-GBD20114_20431-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATAATATAAGTTTTTGATTACTTCCCCTGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605389 Chironomidae sp. water mite diet isolate 512-BHL040517-GBD20629_15993-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGTAATTGAATCTTGCCATTAATAATATGAGCCCCAGATATAGCTTTTCCTCGA

ATAAAAAAAATAAGGTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGATTTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605390 Chironomidae sp. water mite diet isolate 591-BHL072216-GBD24943_14206-Arr95 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGACTTGCTCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGACG

ACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCGAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR287333, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605391 Chironomidae sp. water mite diet isolate 650-BHL072216-GBD23180_7111-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGGACTTTATATTTAATTGCAGGTGCTTGGGCAGGATTAATTGGTACAGGTTTAAGTTT

AATTATTCGTCTTGAGTTAGGACAACCAGGATCTCTTCTACAAGATGACCAAATTTATAATGTAGTAGTAACTGCGCATG

CCTTTATTATAATTTTTTTTATGGTAATACCAATTTTAATTGGGGGTTTTGGTAATTGACTTGTGCCTTTAATATTAGGATC

CCCAGACATAGCTTTTCCACGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTATTTCTT

TCGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.9% 

identical to accession ID GU565708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605392 Chironomidae sp. water mite diet isolate 676-BHL072216-GBD29150_17399-Arr95 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTACCCCGTA

TAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605393 Chironomidae sp. water mite diet isolate 683-BHL072216-GBD6798_7865-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACTTCTTATTTGCTGTTTTAGCTGGTATTGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTT

GGACGACCTGGTACTTTTATTGAAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTC

ATAGCTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACAGAGGTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCATCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605394 Chironomidae sp. water mite diet isolate 696-BHL072216-GBD9178_9227-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTATTCTAGTACGAGCTGAATTAGGACAC

CCCGGGGCATTAATTGGAGACGATCAAACTTATAACGTAATCGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGTA

ATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCTGACATAGCTTTTCCTCGAATA

AATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605395 Chironomidae sp. water mite diet isolate 719-BHL072216-GBD14461_12367-Arr96 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGAC

GACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAG

TAATACCTAGTTTAATTGGAGGGTTCGGAAATTGATTAGTTCCTCTTATACTAGGAGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACATCCCCCATCCCTTACCCTGCTTCTTTCAAGATCAATTGTAGAAAATGGAGCGGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KM991708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605396 Chironomidae sp. water mite diet isolate 725-BHL072216-GBD24916_14228-Arr96 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGGACTTGCTCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGG

GCAGAATTAGGACGACCCGGTACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCTCACGCATTTATTAT

AATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATAT

AGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTACTACTTTCGAGATCAATAGTAGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.9% 

identical to accession ID JF412134, identified in GenBank as 

Paracladopelma camptolabis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605397 Chironomidae sp. water mite diet isolate 756-BHL040916-GBD7474_24403-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCATTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605398 Chironomidae sp. water mite diet isolate 814-BHL100916-GBD26306_16073-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605399 Chironomidae sp. water mite diet isolate 852-BHL100916-GBD7886_4803-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGACTTCTACCCCCATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605400 Chironomidae sp. water mite diet isolate 858-BHL100916-GBD17235_16161-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGAACATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGGAATTGATTAGTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605401 Chironomidae sp. water mite diet isolate 864-BHL100916-GBD22011_18825-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAAT

CTTAATTCGAGCTGAATTAGGTCATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATG

CTTTTGTAATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGC

TCCTGATATAGCTTTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCT

CTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KM102730, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605402 Chironomidae sp. water mite diet isolate 875-BHL100916-GBD2506_12712-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTCTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTGCATTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605403 Chironomidae sp. water mite diet isolate 878-BHL100916-GBD19959_25649-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACAAAAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTCACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCAGTAACTTTACAATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605404 Chironomidae sp. water mite diet isolate 886-BHL100916-GBD18815_16301-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACCAGAACTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTATTATTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605405 Chironomidae sp. water mite diet isolate 917-BHL100916-GBD27548_14770-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGTATTTTAATTCGAGTAGAATTAGGACA

CCCTGGATCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGAAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605406 Chironomidae sp. water mite diet isolate 927-BHL100916-GBD15312_10355-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAGTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGAGATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATCATTACCCCCTACATCAACCTTACATAAAGCAAGAGCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605407 Chironomidae sp. water mite diet isolate 932-BHL100916-GBD24704_5559-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTCATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTACCCCCATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605408 Chironomidae sp. water mite diet isolate 933-BHL100916-GBD25453_25334-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGATCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCCCGAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605409 Chironomidae sp. water mite diet isolate 946-BHL100916-GBD10473_8727-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAG

CAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATA

ATTTTCTTCATAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATG

GCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID JF412118, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605410 Chironomidae sp. water mite diet isolate 951-BHL100916-GBD18907_20847-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGTCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGAGAAAGCTTTTCCGCGAA

TAAAAAAAAAAAGAATTTGAATATTACCCCCTTCAATAACCGTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605411 Chironomidae sp. water mite diet isolate 962-BHL100916-GBD16149_20658-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCGGGAATAGTAGGCACTTCCTTAAGAATTTTAATTCGAGTAGAATTAGGACAC

CCTGGCTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTCTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605412 Chironomidae sp. water mite diet isolate 967-BHL100916-GBD29648_16449-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTCGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCAGTAACCGGACGGGGAGCAAGAGCAAGAGGAGAAAAGGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605413 Chironomidae sp. water mite diet isolate 992-BHL100916-GBD25527_22236-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGCACTTTATATTTTATTTTTGGCGCTTGATCGGGGATAGTAGGTACTTCTTTAAGTATTTTAATTCGAC

TAGAATTAGGACACCCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATA

ATTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGTCTCCTGATATAG

CTTTCCCTCGAATAAATAATATAAGTTTTTGATTATTACCCCCTACTCTCACCTTACTTCTTGCAAGTTCAATTGTTGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID JF412069, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605414 Chironomidae sp. water mite diet isolate 1049-BHL100916-GBD19669_13333-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGTATTTTAATTCGACTTGAATTAGGACA

CCCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTCTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605415 Chironomidae sp. water mite diet isolate 1063-BHL100916-GBD9539_17211-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCCGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGATCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTCATAGT

GATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTTGGAGCTCCTGATATAGCTCTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCCTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605416 Chironomidae sp. water mite diet isolate 1073-BHL100916-GBD14935_23966-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTCGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGTCTCCTGATAAAGCTTTTCCGCGAATA

AATAATAAAAGATTTTGAATATCACCCCCTACATTAACCTTACTTTCATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605417 Chironomidae sp. water mite diet isolate 1081-BHL100916-GBD26036_22015-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTCGGCACTTCTTTAAGTATTTTAATTCGACTAGAATTAGGACACC

CAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATAAA

TAATATAAGATTTTGATTATTGCCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605418 Chironomidae sp. water mite diet isolate 1129-BHL110116-GBD26465_8237-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605419 Chironomidae sp. water mite diet isolate 1130-BHL110116-GBD26942_7682-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCTGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCATTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605420 Chironomidae sp. water mite diet isolate 1155-BHL110116-GBD14280_12811-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605421 Chironomidae sp. water mite diet isolate 1168-BHL110116-GBD15681_21843-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAAGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCATCTTTAACCCTTCCTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605422 Chironomidae sp. water mite diet isolate 1190-BHL110116-GBD21284_7853-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAAACGATCAACTTTATAATGTACTTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATATTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTCCCGCGAAT

AAATAATATAAGATTTTGATTATTACCACCATCACTAACCTTACTATTATCAAGAGCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605423 Chironomidae sp. water mite diet isolate 1195-BHL110116-GBD25914_14409-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTGTATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTATTGCCCCCATCATTAACTTTATTATTATCTGGATCAATTGGGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605424 Chironomidae sp. water mite diet isolate 1204-BHL110116-GBD24154_16294-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAG

CAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATA

ATTTTCTTCATAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATG

GCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGAGCAATTGTCGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID JF412118, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605425 Chironomidae sp. water mite diet isolate 1209-BHL110116-GBD29470_16014-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTCGGCACTTCCTTAAGTATTTTAATTCGACTAGAATTAGGACA

CCCAGGATCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGCTTTGGTAATTGATTAGTTCCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605426 Chironomidae sp. water mite diet isolate 1216-BHL110116-GBD6281_22744-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTCGGACA

CCCTGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTGATATTGGGTGCTCCTGATATAGCATTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605427 Chironomidae sp. water mite diet isolate 1218-BHL110116-GBD11366_26265-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGGCAC

CCTGGAACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605428 Chironomidae sp. water mite diet isolate 1219-BHL110116-GBD4375_22332-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTTGAATTAGGACACC

CAGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTGA

TACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGACTACTCCCCCCTTCATTAACCTTACTTCTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605429 Chironomidae sp. water mite diet isolate 1249-BHL110116-GBD21780_23273-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGA

TAAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605430 Chironomidae sp. water mite diet isolate 1259-BHL110116-GBD16357_28114-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAACCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACT

AAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605431 Chironomidae sp. water mite diet isolate 1280-BHL110116-GBD13964_15595-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605432 Chironomidae sp. water mite diet isolate 1299-BHL110116-GBD9583_13868-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGACTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATGGATTAGTACCTTTGATATTAGTGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605433 Chironomidae sp. water mite diet isolate 1320-BHL110116-GBD13749_17923-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605434 Chironomidae sp. water mite diet isolate 1335-BHL110116-GBD17792_23075-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTCATCGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCTCTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCCTCATTAACCTTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605435 Chironomidae sp. water mite diet isolate 1337-BHL110116-GBD24470_5602-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAGTCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605436 Chironomidae sp. water mite diet isolate 1341-BHL110116-GBD18269_27492-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTAGGAC

ACCCAGGCTCAGTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATAATAATTTTTTTTATAG

TGATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATCATCAAGAACAATAGCAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605437 Chironomidae sp. water mite diet isolate 1385-BHL110116-GBD17548_22623-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAACTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCACTAACCTTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605438 Chironomidae sp. water mite diet isolate 1402-BHL110116-GBD8905_18853-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTCGGTCA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGTGCTCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCTTCATTAACCTTACTATTATCAAGATCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605439 Chironomidae sp. water mite diet isolate 1445-BHL110116-GBD9152_8200-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTATAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605440 Chironomidae sp. water mite diet isolate 1461-BHL110116-GBD6347_18127-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGCACTTCTTTAAGTATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTT

ATGCCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTACTACCCCCTTCATTAACCTTATTTTTATCAAGATCAATAGTAGAAAATGAAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605441 Chironomidae sp. water mite diet isolate 1462-BHL110116-GBD15476_23145-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTCCCACGACT

AAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605442 Chironomidae sp. water mite diet isolate 1483-BHL110116-GBD5511_14127-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCTTGATCGGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGAC

ACCCAGGCTCTTTAATCGGAGACGATCAAATTTATATTGTGATTGTTATAGAAAATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAACTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605443 Chironomidae sp. water mite diet isolate 1507-BHL110116-GBD28563_13650-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCGCCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605444 Chironomidae sp. water mite diet isolate 1517-BHL110116-GBD17375_6768-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATCAATTCGAGCAGAACTTGGT

CACCCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTC-

ACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID KR166401, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605445 Chironomidae sp. water mite diet isolate 1529-BHL110116-GBD20803_26877-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTTATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTGGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605446 Chironomidae sp. water mite diet isolate 1537-BHL110116-GBD26092_15770-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGACTTCGGCCA

CCCCGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCATTCCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605447 Chironomidae sp. water mite diet isolate 1575-BHL110116-GBD4723_17407-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATCATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605448 Chironomidae sp. water mite diet isolate 1586-BHL110116-GBD26343_10823-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTCGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCTTCTTGATCTCTTCTTCTGTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605449 Chironomidae sp. water mite diet isolate 1589-BHL110116-GBD17141_21546-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCTTGATCGGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGTAGCTCCTGATATAGCTTTCCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605450 Chironomidae sp. water mite diet isolate 1590-BHL110116-GBD19510_18628-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTTAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATAGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605451 Chironomidae sp. water mite diet isolate 1600-BHL110116-GBD23030_8146-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTAATTTTAGGAGTTTGAGCAGGAATAATTGGTACAGGTACTAGAATATTAATTCGAATTGAATTATCTCAA

CCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCCCACGCATTTCTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTTGGTGCTCCTGATATAGCTTTTCCGCGAATA

AATAATACAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605452 Chironomidae sp. water mite diet isolate 1612-BHL110116-GBD25955_21313-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

TCCAGGCTCATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTATTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605453 Chironomidae sp. water mite diet isolate 1613-BHL110116-GBD17054_10751-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605454 Chironomidae sp. water mite diet isolate 1617-BHL110116-GBD8370_3503-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACCTGGTCA

CCCCGGAACTTTTCTTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCATTTCTAATAATTTTCTTTCTAGTT

ATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTGAATACTAGGAGCCCCAGATATGGCATTCCCACGACT

AAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTAC-

ATCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KR757074, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605455 Chironomidae sp. water mite diet isolate 1631-BHL110116-GBD21455_15024-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTTGAATTAGGACAC

CCAGGCTCATTTATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAATACCTTTGATATTAGGGGGTCCTGATATAGCTTTTCCGCGAATA

AAAAATATAAGATTTTGATTATTACCCCCTACATTAACCTTACTTATATCAAAAACAATAGGAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605456 Chironomidae sp. water mite diet isolate 1637-BHL110116-GBD5531_19143-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGACTAGAACTCGGACA

CCCTGGCTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCTCCTGATATAGCTTTCCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605457 Chironomidae sp. water mite diet isolate 1685-BHL110116-GBD7627_10096-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCATTCTTAATAATTTTCTT

TCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCC

CACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTC-

TAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605458 Chironomidae sp. water mite diet isolate 1768-BHL110116-GBD23457_14488-Ldc71 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAGTCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCAAGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605459 Chironomidae sp. water mite diet isolate 1787-BHL110116-GBD10058_16388-Ldc71 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTTTATTTTCGGGGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAAGCA

GGCTCATTCATTGGAGACGATCAAATTTATATTGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATAC

CAATCTTAATTGGAGGATTTGGAAACTGACTAGTCCCTTTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATAAAT

AATATAAGTTTTTGATTGTTACCCCCCTCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605460 Chironomidae sp. water mite diet isolate 1792-BHL101516-GBD16225_26500-Ldc85 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTCTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGC

ATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605461 Chironomidae sp. water mite diet isolate 1813-BHL101516-GBD25296_7527-Ldc86 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGATTTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGTTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605462 Chironomidae sp. water mite diet isolate 1830-BHL022317-GBD22070_6313-Ldc88 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGTATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGAGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGACGAATACCCCCATCCCTTAACCGTCTTCGGTCAAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605463 Chironomidae sp. water mite diet isolate 1861-BHL072216-GBD19382_12788-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGA

GCAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCAT

AATTTTTTTCATAGTTATGCCTATTTTAATTGGGGGGGTTGGGAATTGATTAGTTCTCCTTATATTAGGAGCACCAGATAT

GGCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACGATCTAGATCAATTGTCGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID DQ648215, identified in GenBank 

as Kiefferulus brevibucca. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605464 Chironomidae sp. water mite diet isolate 1870-BHL022317-GBD15729_8317-Ldc89 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGTA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCTTCGA

ATAAATAATACAAGATTTTGATTACTTCCCCCATCCCATACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605465 Chironomidae sp. water mite diet isolate 1901-BHL022317-GBD7525_23566-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGTA

TGCTTATTCGGGCAGAATTAGGACGACCAGGGACATTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCA

TGCATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGTTTCGGAAATTGATTAGTTCCTCTTATACTAGGG

GCTCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTAACCCTTCTTCTATCAAGAA

CAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID DQ648229, identified in GenBank 

as Riethia stictoptera. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605466 Chironomidae sp. water mite diet isolate 1908-BHL022317-GBD27523_7930-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGAC

GACCCGGGACTTTTATTGGAGATGACCAAATTTATGATGTGATTGTAACAGCCCACGCATTTATAATAATTTTTTTCATAG

TAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCATCCCTAACCCTACTTCTTGCAAGAGCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KM991708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605467 Chironomidae sp. water mite diet isolate 1909-BHL022317-GBD13726_7168-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATACTTTATTTTTGGTGCTTGATCTGGAATAGTGGGAACATCTTTAAGA

ATGCTTATTCGGGCAGAATTAGGACGACCCGGGACATTTATTGGAGATGATCAAATTTATAATGTGATTGTTACAGCCCA

CGCATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGG

GCTCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTACTTCTATCAAGAT

CAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID GU944724, identified in GenBank 

as Chironomus circumdatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605468 Chironomidae sp. water mite diet isolate 1910-BHL022317-GBD26830_22968-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGAACCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTTACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGGTCCTCTTATACTAGTGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATAAAAGATTTTGATTACTTCCCCCAACCCTTACCCTTCTTCTTTCAAGATCAGTTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605469 Chironomidae sp. water mite diet isolate 1913-BHL022317-GBD13609_21024-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGCACATCTTTAAGAACGCTTATTCGGGCAGAATTAGGACG

ACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACGTCCCCCATCCCTTACCCTTCTTCTGTCAAGAGCAATGGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KR287333, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605470 Chironomidae sp. water mite diet isolate 1918-BHL022317-GBD15426_3360-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGACTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAAGTAGGA

CGACCCGTGACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTACTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTCCCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605471 Chironomidae sp. water mite diet isolate 1922-BHL022317-GBD10762_10774-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGCACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAA

TACTTATTCGGGCAGAATTAGGACGACCAGGGACTTTTATTGGAGATGACCAAATTTATAATGTGCTTGTAACAGCCCAC

GCATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGG

CTCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCCTCTTTCAAGAGC

AACAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID DQ648229, identified in GenBank 

as Riethia stictoptera. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605472 Chironomidae sp. water mite diet isolate 1927-BHL022317-GBD27981_19342-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGG

GCAGAATTAGGTCGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCATGCATTTATTAT

AATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTACCTCTAATACTAGGGGCTCCTGACAT

AGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTACTACTTTCAAGATCAATTGTAGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.8% 

identical to accession ID HQ846349, identified in GenBank 

as Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605473 Chironomidae sp. water mite diet isolate 1928-BHL022317-GBD22955_15248-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCTGGCAGATTTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATACAAGATTTTGATTACTTCCCCCATCCCTTACCCATCATCAATCAAGAGCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605474 Chironomidae sp. water mite diet isolate 1932-BHL022317-GBD28327_16795-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATACTTATTCGGGCAGAGTTAGGACG

ACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTCACAGCCCACGCATTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGCTTCGGAAATTTATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTACTATCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KR287333, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605475 Chironomidae sp. water mite diet isolate 1934-BHL022317-GBD15964_25182-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGACG

ACCCGGGACATTTATAGGAGATGACCAAATTTATAATGTGCTTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCCAATACTAGGGGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCCTAACCCTACTACTTTCAAGAGCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID KR627995, identified in GenBank as 

Paracladopelma sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605476 Chironomidae sp. water mite diet isolate 1937-BHL022317-GBD6701_24693-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGTTCTGGAATAGTGGGAACTTCTTTAAGATTGCTTATTGGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGAAAATTGATTAGTTCCTCTTATACTAGGAGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTACCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605477 Chironomidae sp. water mite diet isolate 1938-BHL022317-GBD18899_12244-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGG

GCAGAATTAGGACGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTTACAGCCCACGCATTTATTAT

AATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGGAATTGATTAGTTCCTTTAATACTAGGGGCACCTGATAT

AGCATTCCCTCGAATAAATAATATAAGATTTTGACTACTACCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID JF412122, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605478 Chironomidae sp. water mite diet isolate 1939-BHL022317-GBD5824_18039-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCAGGAATAGTGGGAACATCCTTAAGAA

TGCTTATTCGGGCAGAATTAGGACGACCCGGAACATTTATTGGAGATGACCAAATTTATAATGTGATTGTTACAGCTCAT

GCATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGG

CTCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTGCCCTTCTTCTTTCAAGATC

AATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID DQ648229, identified in GenBank 

as Riethia stictoptera. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605479 Chironomidae sp. water mite diet isolate 1943-BHL022317-GBD25410_9095-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAAGTAT

GCTTATTCGGGCAGAAATAGGACGACCCGGTACTTTTATTGGAGATGACCAAATTTATAACGTGATTGTAACAGCCCAT

GCTTTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTAATACTAGGGG

CTCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCGTACCCTTCTTCTTTCAAGATC

AATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID DQ648229, identified in GenBank 

as Riethia stictoptera. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605480 Chironomidae sp. water mite diet isolate 1948-BHL022317-GBD16659_28664-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCATGATCTGGAATAGTGGGAACAGCTTTAAGA

ATGCTTATTCGGGCAGAATTAGGACGACCCGGGACATTTATTGGAGATGACCAACTTTATAATGTGATTGTAACAGCCC

ACGCATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGG

GGCTCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTAACCCTTCTAATTTCAAG

ATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID GU944724, identified in GenBank 

as Chironomus circumdatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605481 Chironomidae sp. water mite diet isolate 1949-BHL022317-GBD28873_14227-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGG

GCAGAATTAGGACGACCCGGGACATTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCTCACGCATTTATTAT

AATTTTTTTCATAGTAATACCAATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTAATACTAGGGGCTCCTGATAT

AGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTACCCCCATCCCTTACCCTACTTCGATCAAGATCAATTGTAGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.8% 

identical to accession ID JF412134, identified in GenBank as 

Paracladopelma camptolabis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605482 Chironomidae sp. water mite diet isolate 1952-BHL022317-GBD22165_22510-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAATAATGCTTATTCGGGCAGAATTAGGAC

GACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAG

TAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCATCCCTAACCCTTCTTCGATCAAGAGCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KM991708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605483 Chironomidae sp. water mite diet isolate 1953-BHL022317-GBD24027_11117-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGGGCAAAATTAGGAC

GACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAG

TAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGAGCTCCTGATATAGCATTCCCACGAA

TAAATAATATAAGATTTTGATTGCTGCCCCCATCCCTAACCCTACTACTATCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KM991708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605484 Chironomidae sp. water mite diet isolate 1956-BHL022317-GBD29321_15075-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CAACCCGGTACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCACACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTGATACTAGTGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATCACTTACCCTGCTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605485 Chironomidae sp. water mite diet isolate 1962-BHL022317-GBD20768_23819-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGAGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAGGATTTTGATTACTTCCCCCATCCCTTACCCAGCTTCTTTCAAGATCAAGTGTAGAAAATGGCGCTGG

AAC

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605486 Chironomidae sp. water mite diet isolate 1963-BHL022317-GBD16396_22305-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGGACTTGATCTGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGG

GCAGAATTAGGACGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCCCACGCATTTATTAT

AATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGTGCCCCTGATAT

AGCATTCCCTCGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCCCTAACCCTTCTACTTTCAAGATCAATTGTAGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID JF412134, identified in GenBank as 

Paracladopelma camptolabis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605487 Chironomidae sp. water mite diet isolate 1964-BHL022317-GBD23894_14577-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAGCAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGAATGTGATTACGTCCCCCAGCCCTTACCCTTCTGCTTTCAAGATCAAGTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605488 Chironomidae sp. water mite diet isolate 1967-BHL022317-GBD14938_14190-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGG

GCAGAATTATGACGACCCGGAACTTTTATTGGAGATGACCAGATTTATAATGTGATTGTAACAGCCCACGCATTTATTAT

AATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTAATACTAGGTGCTCCTGATAC

AGCATTCCCTCGAATAAATAATATAAGATCTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.5% 

identical to accession ID JF412134, identified in GenBank as 

Paracladopelma camptolabis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605489 Chironomidae sp. water mite diet isolate 1968-BHL022317-GBD4288_22212-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAATGGGAACTTCTTTAAGAATGCTTATTCGG

GCAGAATTCGGACGACCCGGGTCTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACCGCCCACGCATTTATTAT

AATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTAATACTAGGGGCTCCTGATAT

AGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTACTACTATCAAGATCAATAGTAGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.6% 

identical to accession ID HQ846349, identified in GenBank 

as Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605490 Chironomidae sp. water mite diet isolate 1970-BHL022317-GBD7332_21374-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTGTGGGACTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATCCGGGCAGAATTAGGA

CGACTCGGGACTTTTATTGGAGATGACCAAATTTGTAATGTGATTTTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAGATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605491 Chironomidae sp. water mite diet isolate 1972-BHL022317-GBD15276_10406-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGAC

GACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAG

TAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCACGAA

TAAATAATATAAGATTTTGATTACTTCCCCCAACCCTAACCAAGCTTCTTTCAAGAACAAGAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID KM991708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605492 Chironomidae sp. water mite diet isolate 1980-BHL022317-GBD28601_11662-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTTTGAATGTTTATTCGGGTTGAATTAGGACGA

CCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAGTA

ATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGAATA

AACAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCATCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID KM991708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605493 Chironomidae sp. water mite diet isolate 1982-BHL022317-GBD20773_20928-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGCACTTTATATTTTATTTTTGGGGCTTGATCTGGAATAGTTGGAACTTCTTTAAGAATGCTTATTCGGG

CAGAATTAGGACGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCATGCATTTATTATA

ATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTTCTGATATA

GCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAAATCAATTGTAGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.8% 

identical to accession ID JF412134, identified in GenBank as 

Paracladopelma camptolabis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605494 Chironomidae sp. water mite diet isolate 1983-BHL022317-GBD16356_3055-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGAC

GACCCATGACTTTTATTGGAGATGACCAAATTTATAATGTCATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAG

TAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCCTTCCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGCAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KM991708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605495 Chironomidae sp. water mite diet isolate 1986-BHL022317-GBD16951_11904-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGGTCTGGAATAGTGGAAACCTCTTTAAGAATGCCTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGA

ATAGATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTACTTCTTTCAAGAGCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605496 Chironomidae sp. water mite diet isolate 1994-BHL022317-GBD9005_10440-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGACG

ACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACTGCCCACGCATTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCACTTATACTAGGGGCTCCTGATATAGCATTCCCACGAAT

AAATAATATAAGATTTTGATTACTACCCCCATCCCTTACCCTACTTCCTTCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID JF286707, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605497 Chironomidae sp. water mite diet isolate 1996-BHL022317-GBD10899_11712-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATCATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGG

GCAGAATTAGGACGACCCGGGACTTTAATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTAT

AATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTTTAATACTGGGGGCACCTGATAT

AGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTACTTCTATCTAGATCAATTGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID JF412134, identified in GenBank as 

Paracladopelma camptolabis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605498 Chironomidae sp. water mite diet isolate 1998-BHL022317-GBD26169_12203-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGTCAGAATTAGGA

CGACCCGGGACTTTTCTTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCAAGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAAATGGAGGCTTCGGAAATTGATTAGTTCCTCGTATACTAGGGGCTCCTGATATAGCATTCCCTCG

AATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTACTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605499 Chironomidae sp. water mite diet isolate 2000-BHL022317-GBD7835_10088-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGTACTTCTTTAAGAATGCTTATTCGG

GCAGAATTAGGACGACCTGGGACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCACGCATTTATTAT

AATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTTTTATACTAGGGGCTCCTGATAT

AGCATTCCCTCGAATAAATAATATAAGATTCTGATTACTTCCCCCATCCCTTACCCTTCTTCTATCAAGATCAATTGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID JF412134, identified in GenBank as 

Paracladopelma camptolabis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605500 Chironomidae sp. water mite diet isolate 2002-BHL022317-GBD14287_22859-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGGGCAGAATTAGGACG

ACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCATGCATTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCCCTTATACTTGGAGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTCTGATTACTACCCCCCTCCCTTACCCTTCTTCTTTCAAGATCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR287333, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605501 Chironomidae sp. water mite diet isolate 2003-BHL022317-GBD16309_9538-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAACACCTATTTTAATTGGGGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCTTCGA

ATAAATAATATAAGATTGTGATTACGGCCCCCATCCCTTACCCATCATAAAGCAAGAGCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605502 Chironomidae sp. water mite diet isolate 2004-BHL022317-GBD10342_15007-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTGTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGTGGCTCCTGATATAGCATTCTCTCGA

ATAAATAATATAAGAATTTGATTACTTCCCCCATCCCTTGCCCTACTGCTTTCAAGAGCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605503 Chironomidae sp. water mite diet isolate 2005-BHL022317-GBD14293_5185-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTCTATTTTTGGGGCTTGATCAGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGTGACTTTTATTGGATATGACCAAATTTATAATGTGATTGTAACAGCCCACTCATTTATTATAATTTTTTTCATAG

TAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGTGCTCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCACTTGTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605504 Chironomidae sp. water mite diet isolate 2006-BHL022317-GBD25915_17641-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAATTTCTTTATGAATGCTTATTCGGG

CAGAATTAGGACGACTCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATA

ATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTAATACTAGGAACTCCTGATATA

GCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCAGCCCTTACCCTTCTACTTTCAAGATCAATTGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID JF412134, identified in GenBank as 

Paracladopelma camptolabis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605505 Chironomidae sp. water mite diet isolate 2009-BHL022317-GBD21100_23509-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGACTTGATCTGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGGGCAGAATTAGGACG

ACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGCTTTGGAAAATGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCATCCCTAACCCTTCTTCTTTCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KM991708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605506 Chironomidae sp. water mite diet isolate 2010-BHL022317-GBD4159_20976-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGG

GCAGAATTAGGACGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTAT

AATTTTTGTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATAT

AGCATTCCTTCGAATAAATAATATAAGATTTTGATTACTTCCCCCTTCATTAACATTATTATTAGCAAGCTCAATTGTAGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID HQ846349, identified in GenBank 

as Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605507 Chironomidae sp. water mite diet isolate 2012-BHL022317-GBD14823_21503-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAAGA

ATGCTTATTCGGGCAGAATTAGGACGACCCGGGACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTAACAGCCCA

TGCATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGGGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGG

GCTCCTGATATAGCTTTCCCTCGAATAAATAATATAAGATTCTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGAT

CAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID GU944724, identified in GenBank 

as Chironomus circumdatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605508 Chironomidae sp. water mite diet isolate 2013-BHL022317-GBD19515_27578-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGTGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGACCACGCATTTATGATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAAGGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTACTTTCAAAATCAATTGTAGAAAATGGAGCTGGA

AC

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605509 Chironomidae sp. water mite diet isolate 2015-BHL022317-GBD28409_13081-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGCATGCTTATTCGGGCAGAATTAGGACGACCCG

GGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCACACGCATTTATTATAATTTTTTTCATAGTAATAC

CTATTTTAATTGGAGGCTTCGGAGATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGAATAAATA

ATATAAGATTTTGATTACTTCCCCCATCCCTTACCCGTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID KR287333, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605510 Chironomidae sp. water mite diet isolate 2016-BHL022317-GBD5385_16785-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGACTTGATCTGAAATAGTGGGAACATCTTTAAGAATGTTTATTCGGGCAGAATTAGGA

CGACCCGGGACCTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATGTAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGAGCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605511 Chironomidae sp. water mite diet isolate 2017-BHL022317-GBD28666_13819-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTTAGTAT

GCTTATTCGGGCAAAATTAGGACTACCCGGGAATTTTTTTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACG

CATTTATTATAAATTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGC

TCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCA

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID DQ648229, identified in GenBank 

as Riethia stictoptera. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605512 Chironomidae sp. water mite diet isolate 2018-BHL022317-GBD6942_16877-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGACTTGATCTGGAATAGTGGGAACACCTTTAAGAATGCTTATTCGGGCAGAATTAGGACG

ACCAGGGACATTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGTGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGAGTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KM991708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605513 Chironomidae sp. water mite diet isolate 2020-BHL022317-GBD24565_24065-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGACG

ACCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAGT

AATACCTATTTTAAGTGGAGGATTCGGAAATTGATTAGTTCCTCTTATACTAGGAGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCCATACCCTTTTACTTTCAAGAGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KM991708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605514 Chironomidae sp. water mite diet isolate 2025-BHL022317-GBD4590_15067-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTTCCTCTGATACTAGGGGCTCCTGATATAGCATTCCCTCG

AATAAACAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTACTTTCATCAAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605515 Chironomidae sp. water mite diet isolate 2028-BHL022317-GBD6867_19847-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAAGAAT

GCTTATTCGAGCAGAATTAGGACGACCCGGGACATTTATTGGAGATGACCAAATTTATAATGTGATTGTTACAGCCCAT

GCTTTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTCTTATACTAGGGG

CTCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTACCCCCATCCCATACCCTTCTTCTATCAAGATC

AATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID DQ648229, identified in GenBank 

as Riethia stictoptera. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605516 Chironomidae sp. water mite diet isolate 2029-BHL022317-GBD11036_21227-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGG

GCGGAATTAGGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTAT

AATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGACTAGTTCCCCTAATACTAGGAGCTCCTGATAT

AGCTTTCCCTCGAATAAATAATATAAGATTCTGATTTCCTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATCGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID JF412134, identified in GenBank as 

Paracladopelma camptolabis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605517 Chironomidae sp. water mite diet isolate 2030-BHL022317-GBD20728_28295-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGTACTTTTATTGGAAATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAACTGATTAGTTCCTCTTATACTAGTGACACCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605518 Chironomidae sp. water mite diet isolate 2032-BHL022317-GBD4641_9374-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGACA

ACCAGGGACATTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTCTTCATAGT

AATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGAGCTCCTGATATAGCATTCCCACGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTACTTCTTTCAAGAGCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KM991708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605519 Chironomidae sp. water mite diet isolate 2037-BHL022317-GBD13851_4544-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATGATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGTGACTTTTATTGGAGATGACCATATTTATAATGGGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGCAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCTTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATCCCCTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGCGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605520 Chironomidae sp. water mite diet isolate 2038-BHL022317-GBD11809_23059-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGCACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGG

GCAGAATTAGGACGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTAT

AATTTTTTTCATAGTAATACCAATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGAGGCTCCTGATAT

AGCATTCCATAGAATAAATAATATAAGAGTTTGATTACTTCCCCCATCCCATACCCTGCTACTTTCAAGAACAATAGTAGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID HQ846349, identified in GenBank 

as Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605521 Chironomidae sp. water mite diet isolate 2039-BHL022317-GBD10870_2678-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGAACTCTTTACTTTGTTTTTGGAGCATGATCTGGAATAGTGGGAACATCTTTAAGAA

TGCTTATTCGGGCAGAATTAGGACGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCAC

GCATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGG

CTCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATC

AATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID DQ648229, identified in GenBank 

as Riethia stictoptera. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605522 Chironomidae sp. water mite diet isolate 2042-BHL022317-GBD19917_24402-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGA

AGAAATAAAATAAGAAATTGATTACATCCCCCAGCCCCTACCCGACTTCTGTCAAGAGCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605523 Chironomidae sp. water mite diet isolate 2044-BHL022317-GBD20070_16967-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGTGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGAATTTTATTGGAGATGACCAAATTTATAATGTGTCTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGTGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTACTTCTTTCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605524 Chironomidae sp. water mite diet isolate 2045-BHL022317-GBD16225_17771-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAGTAGTGGGAACTTCTTTAAGAATGCTTATTCGG

GCAGAATTAGGACGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGGTTGTAACAGCCCACGCATTTATTAT

AATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGACTAGTTCCTCTTATACTAGGAGCTCCTGATAT

AGCATTCCCTCGAACAAATAGTATAAGATTTTGATTATTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATCGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID JF412134, identified in GenBank as 

Paracladopelma camptolabis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605525 Chironomidae sp. water mite diet isolate 2047-BHL022317-GBD28436_15314-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACATCCTTAAGAATGCTTATTCGG

GCAGAATTAGGACTACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCTCACGCATTTATTAT

AATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTCTTATACTAGGGACTCCTGATATA

GCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCACTAACCCTTCTTCTTTCAAGATCAATTGTAGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.8% 

identical to accession ID JF412121, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW605526 Chironomidae sp. water mite diet isolate 2049-BHL022317-GBD5298_12542-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCCTGATCTGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGGGCAGAATTAGGAC

GACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCTCATGCATTTATTATAATTTTTTTCATAG

TAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGTGCTCCAGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGACTACCTCCCCCATCCCTTACCCTTCTTCTTTCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KM991708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605527 Chironomidae sp. water mite diet isolate 2050-BHL022317-GBD27112_9811-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGACATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

TTAATACCTATTTTAATTGGAGGTTTCGGAAATTGATTAGTTCCTCTTATACTAGTGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCATCTTCTTTCAAAATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605528 Chironomidae sp. water mite diet isolate 2054-BHL022317-GBD25998_19853-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGACTTGATCTGGAATAGTGGGTACATCTTTTAGAATGCTTATTCGGGCATCATTAGGAC

GACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTTACAGCCCACGCATTTATTATAATTTTTTTCATAG

TAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCGTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605529 Chironomidae sp. water mite diet isolate 2055-BHL022317-GBD29549_15754-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACAGCCAACGCATTTATTATAATTTTTTTCATA

GTAATACCTAGTTTAATTGGAGGTTTTGGAAATTGATTAGTTCCTCTAATACTAGGTGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATGCCTTACTCATCTTCTTTCAAGATCAATTGTAGAAAATGGCGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605530 Chironomidae sp. water mite diet isolate 2057-BHL022317-GBD14698_16103-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACTTCTTTAAGAATTCTTATTCGGGCAGAATTAGGACG

CCCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACCGCCCACGCATTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGGTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTACTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KR494970, identified in GenBank as 

Paracladopelma sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605531 Chironomidae sp. water mite diet isolate 2060-BHL022317-GBD23006_10897-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGG

GCAGAATTAGGACATCCCGGCACATTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTGTTAT

AATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGTGCTCCTGATATA

GCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTACTTCTTTCAAGATCAATTGTAGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID GU565721, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605532 Chironomidae sp. water mite diet isolate 2071-BHL072216-GBD21114_9728-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATCGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTTGGTTGGAAGGGCA---

GTCGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605533 Chironomidae sp. water mite diet isolate 2075-BHL072216-GBD1947_17634-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAG

CAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATA

ATTTTCTTCATAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATG

GCTTTCCCGCGAATAAACAATATAAGCTTCTGACTGCTTCCCCCTTCTTTAACTC-

TCTTACTTCCAGTTGGTAGGGCTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID JF412118, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605534 Chironomidae sp. water mite diet isolate 2088-BHL072216-GBD10688_4537-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR285214, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605535 Chironomidae sp. water mite diet isolate 2098-BHL072216-GBD17407_16403-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTCCTTTAAGAATATTAATCCGAACGGAATTAGGTCATCCT

GGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCGAATAAATA

ATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KR288116, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605536 Chironomidae sp. water mite diet isolate 2105-BHL072216-GBD20477_4966-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTATTGCCTCTTATACTCGGGGCTCCCGACATAGCCTTTCCTCGAATA

AATAACATGAGATTCTGATTGCTTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGCTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KR966081, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605537 Chironomidae sp. water mite diet isolate 2111-BHL072216-GBD10561_4643-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATAACCAAATCTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605538 Chironomidae sp. water mite diet isolate 2114-BHL072216-GBD25717_22391-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGTAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTAATTGGTGACTACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTATA

GTTATGCCTATTCTCATTGGTGGCTTTGGTAATTGTCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGT

TTAAGCAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.6% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605539 Chironomidae sp. water mite diet isolate 2118-BHL072216-GBD20203_5682-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCTTCT-

TTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM991192, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605540 Chironomidae sp. water mite diet isolate 2125-BHL072216-GBD15328_7846-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605541 Chironomidae sp. water mite diet isolate 2131-BHL072216-GBD13417_10860-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTAT

ACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAAA

TAATATGAGATTTTGATTACTTCCCCCTCCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KR638998, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605542 Chironomidae sp. water mite diet isolate 2139-BHL072216-GBD10317_15260-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

GCATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTCCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR287756, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605543 Chironomidae sp. water mite diet isolate 2140-BHL072216-GBD13392_16392-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

GCATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTATTATAATTTTCTTTAT

AGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCG

GATAAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605544 Chironomidae sp. water mite diet isolate 2142-BHL072216-GBD4604_12119-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

CCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR638998, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605545 Chironomidae sp. water mite diet isolate 2145-BHL072216-GBD10633_11193-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAG

GTCATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605546 Chironomidae sp. water mite diet isolate 2151-BHL072216-GBD22352_15021-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGGGCATCCTG

GAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTTATAC

CTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAAATA

ATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605547 Chironomidae sp. water mite diet isolate 2167-BHL072216-GBD11653_4532-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATCATAATTTTCTTCATAGT

TATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTAATATTAGGAGCACCAGATACGGCTTTCCCGCGAA

TAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTACCTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KX051982, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605548 Chironomidae sp. water mite diet isolate 2169-BHL072216-GBD25402_10254-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTCATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGTTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTGCAGCTCATGCTTTTGTAATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTT-

CTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KM991192, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605549 Chironomidae sp. water mite diet isolate 2173-BHL072216-GBD15091_28865-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGAC

GCCCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTCAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KP041078, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605550 Chironomidae sp. water mite diet isolate 2179-BHL072216-GBD23905_20588-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGCACTTCTTTAAGCATGCTTATTCGA

GCAGAATTAGGACGAGCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCAT

AATTTTCTTCATAGTTATGCCTATTTTAATTGGAGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATAT

GGCTTTCCCGCGAATAAATAATATAAGCTTCTGACTACTTCCCCCTTCTTTAACTCTCTTACTATCTAGATCAATAGTCGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID DQ648215, identified in GenBank 

as Kiefferulus brevibucca. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605551 Chironomidae sp. water mite diet isolate 2180-BHL072216-GBD16236_25706-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGT

GCATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCG

TTTAAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605552 Chironomidae sp. water mite diet isolate 2182-BHL072216-GBD9808_17063-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

GCATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTAT

AGTAATACCTATTTTAATTGGGGGCTTTGGAAATTGATTATTGCCTCTTATACTCGGGGCTCCCGACATAGCCTTTCCTCG

AATAAATAACATGAGATTCTGATTACTTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605553 Chironomidae sp. water mite diet isolate 2185-BHL072216-GBD15657_9564-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGCGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

GCATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGAGCCCCTGATATGGCTTTTCCACG

AATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605554 Chironomidae sp. water mite diet isolate 2191-BHL072216-GBD20249_26091-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACTTTATTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605555 Chironomidae sp. water mite diet isolate 2202-BHL072216-GBD16900_12273-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCA---

GTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KM993864, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605556 Chironomidae sp. water mite diet isolate 2206-BHL072216-GBD8146_20039-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACGTTATATTTTATTTTAGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGGGCTGAATTAG

GACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACATCACATGCTTTTGTTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTTCCTCG

TTTAAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605557 Chironomidae sp. water mite diet isolate 2208-BHL072216-GBD23331_16005-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGA

ATAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTACCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605558 Chironomidae sp. water mite diet isolate 2210-BHL072216-GBD4778_14962-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGCTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605559 Chironomidae sp. water mite diet isolate 2215-BHL072216-GBD19210_3016-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGTATATTAATTCGAGCAGAACTAG

GACACCCTGGAACTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTGATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTC

GAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTCTTCTTCTATCTAGATCAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605560 Chironomidae sp. water mite diet isolate 2218-BHL072216-GBD7765_8129-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGGTCATGCTG

GATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATACC

TATTTTAATTGGAGGGTTTGGAAACTGATTAGTCCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAAATAA

TATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605561 Chironomidae sp. water mite diet isolate 2224-BHL072216-GBD6032_10302-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

GCATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTAT

AGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATGGCTTTCCCGC

GAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605562 Chironomidae sp. water mite diet isolate 2229-BHL072216-GBD17422_16540-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTAGGAC

GCCCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGT

TATGCCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KP049657, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605563 Chironomidae sp. water mite diet isolate 2235-BHL072216-GBD6374_14365-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGA

GCAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCAT

AATTTTCTTCATAGTTATGCCTATTTTAATTGGAGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATAT

GGCGTTCCCGCGAATAAATAATATAAGCTTCTGACTTCTTCCCCCTTCTTGAACGCGCTTACTTACTAGATCAATTGTCGA

AAACGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID DQ648215, identified in GenBank 

as Kiefferulus brevibucca. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605564 Chironomidae sp. water mite diet isolate 2237-BHL072216-GBD13265_24842-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

GCATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCG

AATAAGTAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605565 Chironomidae sp. water mite diet isolate 2239-BHL072216-GBD22475_10650-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGAC

GCCCAGGTACTTTTATTGGTGATGATCAATTTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGT

TATGCCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATGGCTTTCCCGCGAA

TAAATAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KP049657, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605566 Chironomidae sp. water mite diet isolate 2248-BHL072216-GBD26378_21383-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGACG

ACCTGGAACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KT604449, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605567 Chironomidae sp. water mite diet isolate 2250-BHL072216-GBD28233_9550-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGTATATTAATCCGTGCAGAATTAGGACAC

CCGGGAACTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR638998, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605568 Chironomidae sp. water mite diet isolate 2264-BHL072216-GBD1919_14301-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTC

GACCTGGAACTTTTATTGGTGGCGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAATTTTCTTCATAG

TTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTAATATTAGGAGCACCAGATACGGCTTTCCCGCGA

ATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605569 Chironomidae sp. water mite diet isolate 2270-BHL072216-GBD21789_26579-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGTCCAGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATG

GTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTGCCACCTTCTCTTAC-

CTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR281212, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605570 Chironomidae sp. water mite diet isolate 2271-BHL072216-GBD19003_11753-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAGGAATATTAATTCGAGCAGAATTAGGACATC

CTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTAT

ACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAAA

TAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCCTCTTCTTTCTAGTTCTAATGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR647156, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605571 Chironomidae sp. water mite diet isolate 2272-BHL072216-GBD27840_18500-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGGCCAGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATG

GTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATGGCCTTCCCGCG

AATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605572 Chironomidae sp. water mite diet isolate 2281-BHL072216-GBD19149_24196-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATCGGGGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATGGCTTTCCCGCGAA

TAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KM993864, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605573 Chironomidae sp. water mite diet isolate 2284-BHL072216-GBD18830_21310-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGGCCAGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605574 Chironomidae sp. water mite diet isolate 2289-BHL072216-GBD14452_13328-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACACTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGTATA

CTTATTCGTGCAGAATTAGGTCATCCAGGCACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCCCATGC

TTTTATCATAATTTTTTTTATAGTTATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCT

CCTGATATAGCTTTCCCTCGAGTAAATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAA

TTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID GU565719, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605575 Chironomidae sp. water mite diet isolate 2292-BHL072216-GBD17270_18255-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTAT

GGTTATGCCTATTTTAGTTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCAC

GAATAAATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR287756, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605576 Chironomidae sp. water mite diet isolate 2298-BHL072216-GBD25056_20126-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGA

CGCCCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGA

ATAAATAATATAAGATTTTGGCTTCTTCCGCCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR274005, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605577 Chironomidae sp. water mite diet isolate 2302-BHL072216-GBD19063_14146-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTATA

GTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAGAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605578 Chironomidae sp. water mite diet isolate 2312-BHL072216-GBD28044_12239-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTACTTTTGTAGCCTGAGCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTTATTGCTATAACTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCACTCGAAT

AAATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605579 Chironomidae sp. water mite diet isolate 2315-BHL072216-GBD19564_5733-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACCTATTCGAGCTGAATTAGGGCA

TCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAGAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR285214, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605580 Chironomidae sp. water mite diet isolate 2317-BHL072216-GBD17544_27399-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGCATGCTTATTCGA

GCAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCAT

AATTTTCTTCATAGTTATGCCTATTTTAATTGGAGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATAT

GGCTTTCCCGCGAATAAATAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID DQ648215, identified in GenBank 

as Kiefferulus brevibucca. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605581 Chironomidae sp. water mite diet isolate 2323-BHL072216-GBD26315_21949-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACCCTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGTACCCCCCTTAGTATCCTTATTCGTACAGAATTGGGTC

ACCCAGGAGCATTAATTGGAGACGATCAAATCTATAATGTAATTGTAACGGCACATGCTTTTGTTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KR284737, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605582 Chironomidae sp. water mite diet isolate 2332-BHL072216-GBD25765_8725-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGTTTATTCGAGCAGAATTAG

GACGAACTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAATTTTCTTTA

TAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTC

GAATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTACTATCTAGATCAATTGTAGAAAATGGAGCTG

GAATAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605583 Chironomidae sp. water mite diet isolate 2336-BHL072216-GBD3532_9409-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATTGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGGATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KM991192, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605584 Chironomidae sp. water mite diet isolate 2337-BHL072216-GBD4037_18376-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACACTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTATGTACATCTTTAAGTATA

CTTATTCGTGCAGAATTAGGTCATCCAGGCACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCCCATGC

TTTTATCATAATTTTTTTTATAGTTATACCTATCTTAATTGGTGGCTTTGTTAATTGGCTGGTGCCTTTAATACTAGGTGCC

CCTGATATGGCTTTTCCTCGTTTAAACAATTTAAGGTTTTGAATATGACCCCCCTCTTTAACTCTACTTTTGGTTGGAAGG

GCA---GTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID GU565716, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605585 Chironomidae sp. water mite diet isolate 2349-BHL072216-GBD26535_15561-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTAT

ACTTATTCGAGCTGAATTAGGGCAGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATG

CTTTTGTTATAATTTTCTTTATAGTTATACCAATTTTAATTGGAGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGC

ACCAGATATGGCTTTCCCGCGAATAAATAATATGAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCA

ATTGTCGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.9% 

identical to accession ID KT251040, identified in GenBank as 

Polypedilum vanderplanki. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW605586 Chironomidae sp. water mite diet isolate 2352-BHL072216-GBD10837_16455-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGA

GCAGAATTAGGACTACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCAT

AATTTTTTTCATAGTTATGCCTATTTTAATTGGAGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATAT

GGCTTTCCCGCGAATAAATAATATCAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACATTCTAGATCAATAGTCGAA

AATGGCGCCGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID DQ648215, identified in GenBank 

as Kiefferulus brevibucca. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605587 Chironomidae sp. water mite diet isolate 2362-BHL072216-GBD26464_11654-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGTACCTCCCTTAGTATCCTTATTCGTACAGAATTCGGTCA

CCCAGGATCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTGTTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGTAATTGACTAGTACCCCTTATACTAGGAGCCCCAGATATAGCATTTCCACGAAT

AAATAATAAAAGATTTTGATTATTACCACCATCACTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KP043430, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605588 Chironomidae sp. water mite diet isolate 2364-BHL072216-GBD24370_9076-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGTACCTCCCTTAGTATCCTTATTCGTACAGAATTAGGTCA

CCCAGGAGCTTTAATTGGAGACGATCAAATCTATAATGTAATTGTAACGGCACATGCTTTTGTTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGTAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KP043430, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605589 Chironomidae sp. water mite diet isolate 2367-BHL072216-GBD7168_22408-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGCATAGTCGGAACTTCTTTAAGCATGCTTATTCGA

GCAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCAT

AATTTTTTTCATAGTTATGCCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCCCTAATGTTAGGAGCACCCGATAT

GGCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTGCTTTCTAGATCAATTGTCGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID DQ648215, identified in GenBank 

as Kiefferulus brevibucca. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605590 Chironomidae sp. water mite diet isolate 2381-BHL072216-GBD26322_12570-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGCACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAG

CAGAATTAGGTCGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATA

ATTTTTTTCATAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGAATAGTTCCCCTAATATTAGGAGCACCAGATATG

GCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCATCTTTAACTCTCTTACTATCTAGAAGAATAGTCGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID JF412118, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605591 Chironomidae sp. water mite diet isolate 2385-BHL072216-GBD9188_24057-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCTGAATTAGGTCAT

GCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605592 Chironomidae sp. water mite diet isolate 2386-BHL072216-GBD28308_15667-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAG

CAGAATTAGGACACCCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTGTCATA

ATTTTTTTCATAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATG

GCATTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCGTCTTTAACTCTCTTACTATCTAGATCAATTGTCGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID JF412118, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605593 Chironomidae sp. water mite diet isolate 2403-BHL072216-GBD25427_21296-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGTCATGCT

GGATCATTAATTGGTAATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAAATA

ATATAAGTTTTTGATTATTACCTCCTTCTCTAACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605594 Chironomidae sp. water mite diet isolate 2408-BHL072216-GBD26703_23534-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATCCGAGCTGATTTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCATATTTATAATGTTATTGTAACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATAAAAGTTTTTGATTATTACCTCCTTCTCATACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605595 Chironomidae sp. water mite diet isolate 2412-BHL072216-GBD26155_12635-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATCTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGAA

TAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTACTACTATCTAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605596 Chironomidae sp. water mite diet isolate 2413-BHL072216-GBD5127_6877-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCAGAACGGAATTAGGTCATCCT

GGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATCATAATTTTCTTCATAGTTATGC

CTATTTTAATTGGTGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATGGCTTTCCCGCGAATAAAT

AATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KX051982, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605597 Chironomidae sp. water mite diet isolate 2417-BHL072216-GBD10148_5623-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGA

ATCTTAATTCGAGCTGAATTAGGTCATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCAT

GCTTTTGTAATAATTTTTTTTATAGTAATACCTATTTTAATTGGTGGATTTGGTAATTGACTAGTACCCCTTATACTAGGAG

CCCCAGATATAGCATTTCCACGAATAAATAATATAAGATTTTGACTACTACCCCCTTCTTTAACCTTACTATTATCTAGCTC

TATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID MF826164, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605598 Chironomidae sp. water mite diet isolate 2419-BHL072216-GBD25727_13914-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGGACAGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR281212, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605599 Chironomidae sp. water mite diet isolate 2426-BHL072216-GBD14197_28604-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCGGGTATAGTCGGAACTTCTTTAAGCATGTTTATTCGAG

CAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATA

ATTTTTTTCATAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTAATATTAGGAGCCCCAGATATG

GCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTATTACTATCTAGATCACTTGTCGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID JF412118, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605600 Chironomidae sp. water mite diet isolate 2429-BHL072216-GBD21192_2638-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTCAATTCGAGCTGAATTAGG

GCATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCG

AATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605601 Chironomidae sp. water mite diet isolate 2430-BHL072216-GBD6379_14383-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGA

GCAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCAT

AATTTTCTTCATAGTTATGCCTATTTTAATTGGAGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGAACCAGATAT

GGCTTTCCCGCGAATAAATAATATAAGCTTCTGACTTCATACCCCTTCTTTAACACTCTGACGGTCTAGATCAATTGTCGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID DQ648215, identified in GenBank 

as Kiefferulus brevibucca. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605602 Chironomidae sp. water mite diet isolate 2432-BHL072216-GBD17640_25979-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGCACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAG

CAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATCATA

ATTTTCTTCATAGTTATACCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTAATATTAGGAGCACCAGATATA

GCTTTCCCGCGAATAAACAATAAAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACAAACTAGATCAATTGTCGAA

AAGGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID JF412122, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605603 Chironomidae sp. water mite diet isolate 2447-BHL072216-GBD8125_16905-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGCATGCTTATTCGA

GCAAAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATCAT

AATTTTTTTCATAGTTATACCTATTTTAATTGGGGGATTTGGGAATTGATTAGTTCCCCTAATATTAGGAGCACCAGATAT

GGCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATAGTCGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID DQ648215, identified in GenBank 

as Kiefferulus brevibucca. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605604 Chironomidae sp. water mite diet isolate 2448-BHL072216-GBD3355_9056-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGACGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGAC

GACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAATTTTCTTCATAG

TTATGCCTGTTTTAATTGGAGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATGGCTTTCCCGCGA

ATAAATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KY846150, identified in GenBank as 

Kiefferulus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605605 Chironomidae sp. water mite diet isolate 2454-BHL072216-GBD11051_26336-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGTTGAATTAGGTCA

TGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACCCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM991192, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605606 Chironomidae sp. water mite diet isolate 2455-BHL072216-GBD12333_28913-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGAC

GCCCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATCATAATTTTCTTCATAGT

TATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATGGCTTTCCCGCGAA

TAAACAATATAAGCTGCTGACTTCTTCCCCCTTCTTTAACCCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KP049657, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605607 Chironomidae sp. water mite diet isolate 2462-BHL072216-GBD3856_8723-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTATTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605608 Chironomidae sp. water mite diet isolate 2464-BHL072216-GBD7656_6982-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTT-

CTTTCTAGTTCGATCGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605609 Chironomidae sp. water mite diet isolate 2467-BHL072216-GBD21092_2967-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATGCTTATTCGAGCAGAATTAGGACG

ACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAATTTTCTTCATAGTT

ATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATGGCTTTCCCGCGAAT

AAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACGTTCTAGATCAATTGTCGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KR279055, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605610 Chironomidae sp. water mite diet isolate 2476-BHL072216-GBD16876_21730-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGTACCTCCCTTAGTATCCTTATTCGTACAGAATTAGGTCAC

CCAGGTGCTTTAATTGGAGACTATCAAATCTATAATGTAATTGTAACGGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCCT-

TTGGATGGAAGGGCAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.8% 

identical to accession ID KR775767, identified in GenBank as 

Tanypodinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605611 Chironomidae sp. water mite diet isolate 2494-BHL072216-GBD26543_10014-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGCATGCTTATTCGA

GCAGAATCAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCAT

AATTTTCTTCATAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGGTTAGTTCCCCTTATATTAGGAGCACCAGATAT

GGCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID JF412118, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605612 Chironomidae sp. water mite diet isolate 2497-BHL072216-GBD15410_12770-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

TCATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTTGTTACTGCACATGCTTTTGTTATAATTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCATTAATATTAGGAGCTCCTGATATAGCATTCCCTCGA

ATAAATAACATAAGATTTTGATTACTACCCCCCTCATTAACACTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605613 Chironomidae sp. water mite diet isolate 2516-BHL072216-GBD13915_27996-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAG

GACAACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAATTTTTTTTA

TAGTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTC

GAATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605614 Chironomidae sp. water mite diet isolate 2519-BHL072216-GBD18100_20194-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGCTATAATTTTTTTTAT

AGTTATACCTATCTTAATTGGGGGATTTGGAAATTGACTTTTACCATTAATGCTTGGAGCACCAGATATAGCTTTCCCCCG

AATGAATAATATAAGTTTTTGACTTCTTCCCCCATCTCTAACCCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605615 Chironomidae sp. water mite diet isolate 2527-BHL072216-GBD11668_19628-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGGCCAGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGATATGGCTTTTCCTCGT

TTAAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCA---

GTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KR278599, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605616 Chironomidae sp. water mite diet isolate 2530-BHL072216-GBD17925_13041-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTACATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCTGAATTAGGACG

ACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCATTTATCATAATTTTTTTCATAGT

TATGCCTATTTTAATTGGAGGCTTTGGGAATTGATTATTTCCCCTTATATTAGGAGCACCAGATATGGCTTTCCCGCGAAT

AAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGAACAATAGTCGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KR294880, identified in GenBank as 

Xenochironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605617 Chironomidae sp. water mite diet isolate 2539-BHL072216-GBD16219_20827-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGATCATCTTTAAGAATACTTATCCGAGCAGAATTAGGTCAT

CCAGGTACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATGAGATCTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR638998, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605618 Chironomidae sp. water mite diet isolate 2542-BHL072216-GBD21301_12895-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGTACCTCCCTTAGTATCCTTATTCGTACAGAATTAGGTCA

CCCAGGAGCTTTAATTGGAGACGATCAAATCTATAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KP043430, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605619 Chironomidae sp. water mite diet isolate 2556-BHL072216-GBD12533_24232-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGTTTATTCGAGCAGAATTAGGACA

ACCTGGTTCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAATTTTCTTCATAGTT

ATGCCTATTTTAATTGGAGGGTTTGGGAATTGATTAGTTCCCCTAATATTAGGAGCACCAGATACAGCTTTCCCGCGAAT

AAACAATATAAGCTTCTGACTACTTCCCCCTTCTTTAACTCTCTTACTATCTAGATCAATTGTCGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KP045212, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605620 Chironomidae sp. water mite diet isolate 2575-BHL072216-GBD17367_20556-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAGCGGAATTAGGGCAG

TGTGGCAGACTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KR647156, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605621 Chironomidae sp. water mite diet isolate 2576-BHL072216-GBD9287_12883-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATTTTTATTCGAGCAGAATTAGGACG

ACCTGGAACTTTTATTAGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTATCATAATTTTTTTCATAGTT

ATGCCTATTTTAATTGGAGGCTTTGGAAAATGATTAGTTCCCCTAATATTAGGAGCACCAGATATGGCTTTCCCGCGAAT

AAACAATATAAGCTTCTGACTTCTTCCCCCGTCTTTAACTCTCTTACTATCTAGATCAATTGTCGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KP045212, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605622 Chironomidae sp. water mite diet isolate 2580-BHL072216-GBD22336_25199-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTCGTTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTTAGTATACTTATTCGAGCAGAATTAGGTCGACCG

GGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATAC

CTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAAATA

ATATAAGATTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605623 Chironomidae sp. water mite diet isolate 2582-BHL072216-GBD3268_17795-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATGTTTATTCGA

GCAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTAACAGCTCACGCTTTTATCAT

AATTTTTTTCATAGTTATGCCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTCTTATATTGGGAGCACCTGATAT

GGCATTCCCTCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID DQ648215, identified in GenBank 

as Kiefferulus brevibucca. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605624 Chironomidae sp. water mite diet isolate 2586-BHL072216-GBD22431_8110-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGCACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTTAGCATGTTTATTCGA

GCAGAATTATCACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATA

ATTTTCTTCATAGTTATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATG

GCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGAGCAATTGTCGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID DQ648215, identified in GenBank 

as Kiefferulus brevibucca. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605625 Chironomidae sp. water mite diet isolate 2590-BHL072216-GBD24636_22415-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCGGGGATAGTAGGAACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTCAT

GCTGGATCATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTGCCACCTTCTCTAACCTTATTACTTTCGAGTACAATAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605626 Chironomidae sp. water mite diet isolate 2593-BHL072216-GBD18200_14137-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAATTTTCTTCATAG

TTATGCCTATTTTAATTGGAGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATGGCTTTCCCGCGA

ATAAATAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KM993864, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605627 Chironomidae sp. water mite diet isolate 2608-BHL072216-GBD3217_16442-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAGTGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTACTACCCCCTTCTTTAACCTTACTATTATCTAGCTCTATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM991192, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605628 Chironomidae sp. water mite diet isolate 2621-BHL072216-GBD24559_10739-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATACGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAATTTTCTTCAT

AGTTATGCCTATTTTAATTGGGGGCTCTGGGAATTGACTAGTTCCCCTAATATTAGGAGCACCAGATATGGCTTTCCCGC

GAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605629 Chironomidae sp. water mite diet isolate 2623-BHL072216-GBD17963_21461-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCTTTAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCTCCTTCTCTAACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605630 Chironomidae sp. water mite diet isolate 2625-BHL072216-GBD22655_16557-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGAAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAGTTTTAATTCGAGCTGAATTAGG

GCATACTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTTGTTACAGCACATGCTTTTGTTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGAGCTCCTGATATGGCTTTCCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTATCTAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605631 Chironomidae sp. water mite diet isolate 2626-BHL072216-GBD20353_26307-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGATCTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGAGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATGGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCCTCATTAACTCTTCTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605632 Chironomidae sp. water mite diet isolate 2634-BHL072216-GBD13004_6912-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGCATTCTAATTCGAGCAGAATTAGGACATCCT

GGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTATAC

CCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAAATA

ATATAAGATTCTGATTACTTCCCCCATCTTTATCTCTTCTTCTATCAAGTACTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR647156, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605633 Chironomidae sp. water mite diet isolate 2635-BHL072216-GBD13134_6600-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGAC

GACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACCGCTCACGCTTCTATCATAATTTTTTTCATAG

TTATGCCTATTTTAATTGGGGGATTTGGAAATTGATTAGTTCCCCTAATATTAGGAGCACCAGACATGGCTTTCCCGCGA

ATAAACAATATAAGCTTCTGACTTCCTCCCCCGTCTTTAACTCTCTTACTATCTAGATCAATAGTCGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KR684831, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605634 Chironomidae sp. water mite diet isolate 2638-BHL072216-GBD2738_13429-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGATCCTGATCAGGTATAGTCGGAACTTCTTTAAGCA

TGCTTATTCGAGCAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCCCAC

GCTTTTATCTTAATTTTCTTCATAGTTATGCCTATTTTAATTGGAGTCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAG

CACCAGATATGGCTTTCCCTCGGATAAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGAGC

AATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.8% 

identical to accession ID GU944724, identified in GenBank 

as Chironomus circumdatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605635 Chironomidae sp. water mite diet isolate 2643-BHL072216-GBD16606_16256-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGCACTTCTTTAAGAATCTTAATTCGACTTGAATTAGGAC

ATGCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGATTATTACCTCCTTCACTTACCTTATTACTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605636 Chironomidae sp. water mite diet isolate 2645-BHL072216-GBD5435_13930-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGACG

ACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAATTTTCTTCATAGTT

ATGCCTATTTTAATTGGTGGCTTTGGAAATTGATTAGTTCCCCTAATATTAGGAGCACCAGATACGGCTTTCCCGCGAAT

AAACAATATAAGCTGCTGACTTCTTCCCCCTTCTTTAAATCTCTGACGTTCTAGATCAATTGTCGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KR751162, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605637 Chironomidae sp. water mite diet isolate 2656-BHL072216-GBD15268_23360-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAG

CAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATA

ATTTTTTTCATAGTTATGCCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCCCTAATATTAGGAGCACCAGATATA

GCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTTCTTTCTAGATCAATCGTCGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID JF412121, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605638 Chironomidae sp. water mite diet isolate 2664-BHL072216-GBD6813_15268-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGTACCTCCCTTAGTATCCTTATTCGTACAGAATTAGGTCA

CCCGGGAGCTTTAATTGGAGACGATCAAATCTATAATGTAATTGTAACGGCACATGCTTTTGTTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGTAATTGACTAGTACCCCTTATACTAGGAGCCCCAGATATAGCATTTCCACGAAT

AAATAATATAAGATTTTGACTACTACCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KP043430, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605639 Chironomidae sp. water mite diet isolate 2667-BHL072216-GBD4463_18431-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGC

ATGCTTATTCGAGCAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTAACGGCACA

TGCTTTTGTTATAATTTTTTTTATAGTAATACCTATTTTAATTGGTGGATTTGGTAATTGACTAGTACCCCTTATACTAGGA

GCCCCAGATATAGCATTTCCACGAATAAATAATATAAGATTTTGACTACTACCCCCTTCTTTAACCTTACTATTATCTAGCT

CTATTGTCGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR288057, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605640 Chironomidae sp. water mite diet isolate 2670-BHL072216-GBD11145_11897-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTGATTGAAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTCTGATTACTCCCACCTTCTCTAACCCTTTTACTACCTAGTTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605641 Chironomidae sp. water mite diet isolate 2673-BHL072216-GBD10400_13268-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACACTTTATTTTATTTTCGGAGTATGGTCTGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAG

CAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATA

ATTTTCTTCATAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTAATATTAGGGGCACCAGATATG

GCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.8% 

identical to accession ID JF412118, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605642 Chironomidae sp. water mite diet isolate 2677-BHL072216-GBD8938_26502-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTACAGTCGGAACTTCTTTAAGCATGCTTATTCGAG

CAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATAATA

ATTTTCTTCATAGTTATGCCTATTTTAATTGGAGGCTTTGGGAATTGATTATTTCCCCTAATATTAGGAGCACCAGATATG

GCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTCTAACTCTCTTACTTTCTAGATCAATAGTCGAAA

ATGGAGCTGGAGCAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID JF412118, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605643 Chironomidae sp. water mite diet isolate 2693-BHL072216-GBD27935_8605-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGT

GTTTTAATTCGAGCTGAATTAGGACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACA

TGCTTTTGTTATAATTTTTTTTATAGTAATACCTATTTTAATTGGTGGATTTGGTAATTGACTAGTACCCCTTATACTAGGA

GCCCCAGATATAGCATTTCCACGAATAAATAATATAAGATTTTGACTACTACCCCCTTCTTTAACCTTACTATTATCTAGCT

CTATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID MF826164, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605644 Chironomidae sp. water mite diet isolate 2841-BHL032417-GBD22775_14054-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATA

TTAATCCGAACGGAATTAGGTCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCT

TTTATTATAATTTTTTTCATAGTTATGCCAATTTTAGTTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGGCCC

CTGATATATCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTATTCCTTTCAAGTTCATTT

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605645 Chironomidae sp. water mite diet isolate 2898-BHL032417-GBD21538_7574-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTCTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATGCTTATTCGAGCAAAACTA

GGACGACCCGGAACTTTCATTAGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCA

CGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605646 Chironomidae sp. water mite diet isolate 2910-BHL032417-GBD9727_14518-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTA

GGTCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTC

GAATAAACAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCATTCGTCTTTCTAGTTCCTTCATAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605647 Chironomidae sp. water mite diet isolate 2957-BHL032417-GBD18496_3335-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACATTATTTTAGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAG

CCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAG

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605648 Chironomidae sp. water mite diet isolate 3017-BHL032417-GBD15758_28721-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTTTTTTGGAGTTTGATCAGGTATAGGAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATCCTGGAACA

TTTATGGGTGATGCCCAAATTTATAATGTAATTGTTACTTCTCATGCTTTTATTATAATTTTTTTCATAGTTATACCAATTTT

AATTGGAGGATTCGGAAACTGACTTGTCCCCTTATTACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAA

GTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR756187, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605649 Chironomidae sp. water mite diet isolate 3580-BHL032417-GBD24374_23464-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTTGAGCTGAATTAGGACA

CCCCGGGGCATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTATGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATATGCTTTTGATTATTACCCCCATCTTTAACATTACTAATAGCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605650 Chironomidae sp. water mite diet isolate 3657-BHL032417-GBD6232_5476-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGACA

CCCCGGGGCATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTCTGATTACTTCCCCCATCACATACATTACTCCTTTCAAGTTCATTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605651 Chironomidae sp. water mite diet isolate 3707-BHL032417-GBD27410_10219-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGTTACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGACA

CCCCGGAGCATTAATTGGATACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605652 Chironomidae sp. water mite diet isolate 3737-BHL032417-GBD7475_14179-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGA

ATGCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACA

TGCTTTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCAGTAATATTAGGT

GCACCAGATATAGCTTTCCCTCGAATAAATAATATATGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGCT

CAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID KR941561, identified in GenBank as 

Chironomus quinnitukqut. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605653 Chironomidae sp. water mite diet isolate 3750-BHL032417-GBD17284_18265-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCTAGTGCGAGCTGAATTAGGACA

CCCCGGGGCATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTTTTTATGGT

TATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605654 Chironomidae sp. water mite diet isolate 3781-BHL032417-GBD9425_11639-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCCTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGACA

CCCCGGGGCATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATACTAGGTGCACCAGATATAGCTTTCGCTCAAAT

AAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

GGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605655 Chironomidae sp. water mite diet isolate 3859-BHL032417-GBD9489_20274-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATACATTATGTTTGGGGCTTGTTCCGGAATAGTGGGAACTTCATTAAGA

ATGCTTATTCGAGCAGAATTAGGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCCCA

TGCTTTTATTATAATTTTTTTTATGGTTATACCTATTTTAATTGGAGGGTTTGGAAATTGACTAGTACCTTTAATGTTAGGA

GCCCCAGATATAGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTC

AATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID GU944724, identified in GenBank 

as Chironomus circumdatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW605656 Chironomidae sp. water mite diet isolate 3861-BHL032417-GBD8130_20259-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTACGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATATGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605657 Chironomidae sp. water mite diet isolate 3865-BHL032417-GBD17325_5554-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATCTTATTTTTGGGGCTTGATCCGGAACAATGGGAACGTCTTTAAGTATGCTAATTCGAGCAGAAATAGGACGA

CCTGTAACTTTTATTGGAGATGACCGTATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATATTTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATATTATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 89.8% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605658 Chironomidae sp. water mite diet isolate 3896-BHL032417-GBD25740_11398-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAACGATATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCGGGATCTTTTGTTGGCGACGACCAGATTTATAATGTAGTTGTTACAGCTCATG

CATTTATTATAATTTTTTTTATGGTTATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGC

CCCAGATATAGCTTTCCCTCGAATAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCT

ATTGTAGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605659 Chironomidae sp. water mite diet isolate 3901-BHL032417-GBD18328_14627-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATACTTTATGTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGA

ATGTTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACA

TGCTTTTATTATAATTTTTTTTATAGTTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTGGTTCCTCTAATATTAGGA

GCTCCTGATATAGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTC

AATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.8% 

identical to accession ID KR941561, identified in GenBank as 

Chironomus quinnitukqut. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605660 Chironomidae sp. water mite diet isolate 3929-BHL032417-GBD18767_11711-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCTTTAGTAATCTAGTACGAGCTGAATTAGGACA

CCCCGGAACATTAATTGGAGACGATCAAAATTATAACGTAATGGTTACAGCTCATGCCTTTGCAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605661 Chironomidae sp. water mite diet isolate 3937-BHL032417-GBD7316_12916-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTTTTCGGAGCCTGATCAGGTATAGTAGGTACTTCCTTTAGTATTCTAGTTCGAGCTGAATTAGGACAC

CCAGGGTCATTAATTGGAGACGATCAAATTTATAATGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCTCTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAATA

AATAATATAAGCTTTTGATTATTACCCCCATCATTAACCTTACTATTAGCTAGCCCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605662 Chironomidae sp. water mite diet isolate 3949-BHL032417-GBD11730_5798-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGAC

ACCCCGGGGCATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAG

TAATACCTATTTTAATTGGTGGATTTGGAAATTGGTTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605663 Chironomidae sp. water mite diet isolate 3954-BHL032417-GBD19812_15037-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTTAGAATTTTAATTCGAGCTGTATTA

GGACATGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTT

ATGGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCACCTAATACTTGAAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605664 Chironomidae sp. water mite diet isolate 3963-BHL032417-GBD19003_21206-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTATTTTAGTTCGAGCTAAATTAGGACAC

CCCGGGACATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGTA

ATACCTATTTTAATTGGTGGATTTGGAAACTGATTAGTACCACTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGCTTTTGACTATTACCCCCATCTTTAACATTACTATTAGCTAGCACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605665 Chironomidae sp. water mite diet isolate 3966-BHL032417-GBD26149_23210-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTTTTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTATTCTTGTTCGAGCTGAATTAGGACAC

CCCGGAGCATTAATTGGAGACGATCAAATTTATAACGTGATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGTA

ATACCGATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGCTTTTGATTATTACCCCCATCTTCAACATTACTATTGGCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605666 Chironomidae sp. water mite diet isolate 3993-BHL032417-GBD26449_17591-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTATTCTTGTACGAGCCGAATTAGGACAC

CCCGGGGCGGTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAAAATATGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605667 Chironomidae sp. water mite diet isolate 4007-BHL032417-GBD4751_19204-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTATTTTTGGAGCTTTATCAGGAATAGTAGTTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACAC

CCCGGGGCATTAATTGGAGACGATCAAATTTATAACGTAATCTTTACAGCTCGTGCCTTTGTAATAATTTTCTTTATAGTA

ATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAATA

AATAATATATGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605668 Chironomidae sp. water mite diet isolate 4131-BHL032417-GBD3610_16480-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTGTATTTTATTTTTTGGAGCTTGATCGGGAATAGTATGCACTTCTTTAAGATTTTTAATTCGACTTGAGTTAGTACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACAAGCTTTTGTAATAATTTTTTTTATAGT

GACACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAAATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605669 Chironomidae sp. water mite diet isolate 4137-BHL032417-GBD23959_5683-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGCGCTTGATCAGGAATAGATGTAACTTCTTTAAGAATTCTAATTCGCGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAACTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAA

AAATAATATAAGGTTTTGATTGTTGCCCCCATCATTAACTTTAGTATTAGCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605670 Chironomidae sp. water mite diet isolate 4154-BHL032417-GBD23286_14220-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGTCA

CCCTGGATCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605671 Chironomidae sp. water mite diet isolate 4161-BHL032417-GBD19080_3927-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605672 Chironomidae sp. water mite diet isolate 4167-BHL032417-GBD18203_12155-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTCTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCTGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGTTATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCTCTTCATTAAC---

TCTTTTACTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605673 Chironomidae sp. water mite diet isolate 4170-BHL032417-GBD23445_8369-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGAACATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGCTTTGGAAATTGATTTGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCATTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605674 Chironomidae sp. water mite diet isolate 4177-BHL032417-GBD3218_10174-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAATTCGGTCA

CCCAGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCATTCCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTCGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605675 Chironomidae sp. water mite diet isolate 4190-BHL032417-GBD28825_12682-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTTGGAGCTTGATCAGGTATAGTTGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCAGGTTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605676 Chironomidae sp. water mite diet isolate 4202-BHL032417-GBD29332_18486-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAACTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGACTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCAGTAACCGGACGGGGAGCAAGAGCAAGAGGAGAAAAGGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605677 Chironomidae sp. water mite diet isolate 4204-BHL032417-GBD25874_16656-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCCTTAAGTATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGGAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAACATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605678 Chironomidae sp. water mite diet isolate 4224-BHL032417-GBD18006_2837-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGATGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATTCAGGCTCATTAATTGGAGGCGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605679 Chironomidae sp. water mite diet isolate 4229-BHL032417-GBD7019_15731-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAACAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAAGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGAAAAGGCTTTCCCACGAAT

AAAAAAAAAAAGGTTTCGAATGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605680 Chironomidae sp. water mite diet isolate 4244-BHL032417-GBD22287_3887-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGACTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGGACATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTATTACCCCCTTCATTAACCCTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605681 Chironomidae sp. water mite diet isolate 4246-BHL032417-GBD25065_10490-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGGACA

TGCAGGCACACTAATTGGAGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTGTTACCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605682 Chironomidae sp. water mite diet isolate 4257-BHL032417-GBD26427_8971-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTTTATTTTTGGAGCTTGATCAGGTATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGACATGCTG

GTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATACC

AATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAATA

ATATAAGTTTTTGATTGTTGCCCCTATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605683 Chironomidae sp. water mite diet isolate 4260-BHL032417-GBD19476_5645-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCTTGTCCGGGAATAGTAGGCACTTCTTTAAGATTTTTAATTGGACTGGAATTGGGAC

ACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATCGGAGGCTTTGGAAACTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCTAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605684 Chironomidae sp. water mite diet isolate 4266-BHL032417-GBD23344_20073-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGCACTTCTTTAAGTATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605685 Chironomidae sp. water mite diet isolate 4268-BHL032417-GBD9156_14801-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCGGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGACA

TCCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTATTATCAAGATCAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605686 Chironomidae sp. water mite diet isolate 4270-BHL032417-GBD14864_29054-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGTCAC

CCAGGCTCATTAATGGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCGCGAATA

AATAAAATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605687 Chironomidae sp. water mite diet isolate 4271-BHL032417-GBD28119_20575-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGTGCTCCAGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGACTATTACCCCCCTCATTAACCTTACTACTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605688 Chironomidae sp. water mite diet isolate 4303-BHL032417-GBD6974_7804-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCACTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTGTGATTATTACCACCATCACTAACCTTACTATTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605689 Chironomidae sp. water mite diet isolate 4307-BHL032417-GBD9016_23984-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGATCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGCTATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTGCTGCCCCCATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605690 Chironomidae sp. water mite diet isolate 4312-BHL032417-GBD12421_24090-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAAAATTAAGTCA

ACCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605691 Chironomidae sp. water mite diet isolate 4316-BHL032417-GBD3741_8980-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAACTTGATCAGGAATAGTTGGAACTTCTTTAAGATTTCTAATTCGAGCAGCATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAAGATTTGGAAACTTACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AAAAATATAAGGTTTTGAATGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605692 Chironomidae sp. water mite diet isolate 4319-BHL032417-GBD12119_13945-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTCGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACCTTATTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605693 Chironomidae sp. water mite diet isolate 4320-BHL032417-GBD19087_24326-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGTAGAACTCGGACA

CGCTGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAAAAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605694 Chironomidae sp. water mite diet isolate 4327-BHL032417-GBD16503_27826-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATTGGAGATGATCAACTTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCATCACTAACCTTACTATTATCAAGAACAGTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605695 Chironomidae sp. water mite diet isolate 4348-BHL032417-GBD18707_25456-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTTTTTTCGGAGCTTGATCCGGAATTGTTGGAACTTCTTTTAGAATTCTTATTTGGGCAGGATTTGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605696 Chironomidae sp. water mite diet isolate 4349-BHL032417-GBD26932_21750-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGTATTTTAATTCGACTAGAATTAGGACATC

CAGGCACATTTATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAA

TAACATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605697 Chironomidae sp. water mite diet isolate 4357-BHL032417-GBD21704_9677-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTATTACGCGAA

TAAATAATATAAGATTTTGAATATTAACCAATACAAGAACCTTACGTTGAACAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605698 Chironomidae sp. water mite diet isolate 4360-BHL032417-GBD26145_10683-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGAGCGGGAATAGTTGGCACTTCTTTAAGAATTTTAATTCGACTTGAATTATGACAC

CCAGGCTCATTAATCGGAGACGATCAACTTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGTGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTGCATTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605699 Chironomidae sp. water mite diet isolate 4362-BHL032417-GBD25312_15786-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATACTTATTCGAGCAGAACTAGGACAT

CCTGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605700 Chironomidae sp. water mite diet isolate 4364-BHL032417-GBD25291_22773-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACATG

CAGGCTTATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAA

ATAATATAAGATTTTGATTATTGCCCCCATCATTAACTTTATTATCATCTAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605701 Chironomidae sp. water mite diet isolate 4365-BHL032417-GBD28274_13210-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTATTTTATTTTCGGAGCTTGATCAGTAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGATCATTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCCGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAACAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605702 Chironomidae sp. water mite diet isolate 4366-BHL032417-GBD18550_18097-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGACAT

CCAGGCTCATTCATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605703 Chironomidae sp. water mite diet isolate 4376-BHL032417-GBD8777_11122-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

CGCAGGTTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGATGGTTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTATTGCCCCCGTCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605704 Chironomidae sp. water mite diet isolate 4380-BHL032417-GBD25367_8552-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTATTTTCGGAGCTTGGTCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGGGCAT

CCTGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCAATCTTAATTGGAGGATTTGGAAACTGACTACTTCCTTTAATATTAGGAGCACCCGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACCTTATTATTATCTAGAACAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605705 Chironomidae sp. water mite diet isolate 4394-BHL032417-GBD15846_11026-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

TCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCAATCTTAATTGGATGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAA

ATAATATAAGATTTTGATTATTGCCACCATCATTAACTTTATTATTATCAAGAACAATTATAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605706 Chironomidae sp. water mite diet isolate 4396-BHL032417-GBD24668_9428-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATTTTTATTCGACTAGAATTAGGACA

CCCAGGATCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTCATAGT

GATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGAGGTCCTGATATAGTTTTTCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605707 Chironomidae sp. water mite diet isolate 4399-BHL032417-GBD8898_4713-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCCGGTATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGCAGAATTTGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGACATGGCTTTCCCACGAAT

AAATAATATAAGTTATGGATTGTGGCCCCCATCATTAACTTTATTATTATCTAGAGCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605708 Chironomidae sp. water mite diet isolate 4401-BHL032417-GBD25041_19328-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGTATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAACTAGGACA

TGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605709 Chironomidae sp. water mite diet isolate 4403-BHL032417-GBD11333_4903-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATACTAATTCGAGTAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAACTTTATAATATAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTCTGATTGTTGCCCCCATCATTAACCTTATTATTATCTAGAGCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605710 Chironomidae sp. water mite diet isolate 4407-BHL032417-GBD28792_18302-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGCATTAGGACT

TGCAGGCTCATTAATTGGAGACGATCAGATTTATAATGTAATTGGTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATATGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAAAAAAAAAAAGTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605711 Chironomidae sp. water mite diet isolate 4409-BHL032417-GBD10134_7821-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCTTTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCCTTTGTTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCACCAGATATAGCATTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605712 Chironomidae sp. water mite diet isolate 4411-BHL032417-GBD27178_20988-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGAATAGAATTAGGACA

CGCAGGTTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGAATATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605713 Chironomidae sp. water mite diet isolate 4421-BHL032417-GBD24855_23152-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAGTTCGAGTAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATATTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605714 Chironomidae sp. water mite diet isolate 4426-BHL032417-GBD24214_17867-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTTAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAAGAGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGAGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCACTAACCTTACTATTATCAAGAGCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605715 Chironomidae sp. water mite diet isolate 4427-BHL032417-GBD19120_22736-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTAGAATTAGGACA

TGCAGGCTCATTAATCGGGGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCGCGAAT

AAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTAATATTATCTAGATCAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994396, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605716 Chironomidae sp. water mite diet isolate 4432-BHL032417-GBD24472_22494-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTATAAGAATTCTAATTCGAGTAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATAAGACTTTCCCACGA

ATAAAAAAAAAAAAGTTTTGATTATTGCCCCCATCATTAACCTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605717 Chironomidae sp. water mite diet isolate 4448-BHL032417-GBD16481_15372-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCATTGATATTAGGTGCTCCTGATATAGCTTTTCCGAGAATA

AATAATATAAGATTTTGATTATTACCACCATCACTTACCTTACTTCTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605718 Chironomidae sp. water mite diet isolate 4449-BHL032417-GBD15031_16360-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATCTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTCATAATTTTTTTCATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCAGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605719 Chironomidae sp. water mite diet isolate 4457-BHL032417-GBD10271_26911-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTAACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCACCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTGACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605720 Chironomidae sp. water mite diet isolate 4460-BHL032417-GBD24077_13691-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATCTTTGGAGCTTGATCGGCAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTTATTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCAATTTTAATTGGAGGCTTTGGAAATTGATTATTACCTTTAATATTAGGAGCTCCAGATATAGCTTTCCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605721 Chironomidae sp. water mite diet isolate 4461-BHL032417-GBD23676_6851-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTAGAATTAGGACA

TCCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTACTTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGATCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTGTTACCCCCATCATTAACCTTACTATTATCTAGAGCAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605722 Chironomidae sp. water mite diet isolate 4466-BHL032417-GBD20414_28071-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTTAGAATT

CTAATTCGAGCAGAATTAGGACATGCAGGCTCACTAATTGGAGACGATCAAATTTATAGTGTAATTGTTACAGCTCATGC

TTTTATTATAATTTTTTTTATAGTTATGCCATTTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCC

CCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACCTTCAAGTTCTA

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID GU565715, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605723 Chironomidae sp. water mite diet isolate 4468-BHL032417-GBD16032_3395-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTGTGTTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATTCATTCTCATTAATTGGAGACGATCCAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGATGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTACCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGACC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605724 Chironomidae sp. water mite diet isolate 4473-BHL032417-GBD15645_24093-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATATTAATTCGAGCAGAATTAGGAC

ATGCTGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGACTAGTACCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGATTTTGATTATTACCCCCATCATTAACTTTATTATTATCTAGAACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605725 Chironomidae sp. water mite diet isolate 4476-BHL032417-GBD10958_17499-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCGTTAAGAATACTAATTCGAGTAGAATTATGACA

TCCAGGCTCATTAATTGGAGACGATCAACTTTATAATGTACTTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605726 Chironomidae sp. water mite diet isolate 4479-BHL032417-GBD17760_18788-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTTGAATTAGGACA

CCCAGGCACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTCATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605727 Chironomidae sp. water mite diet isolate 4480-BHL032417-GBD24986_6909-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGAGCAGGAATAGTTGGAACTGCTTTAAGAATTCTAATTCGAGCAGAATTATGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTCTAGTT

ATACCAGTCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAACAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATCGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605728 Chironomidae sp. water mite diet isolate 4483-BHL032417-GBD13230_3586-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

GATACCCATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605729 Chironomidae sp. water mite diet isolate 4484-BHL032417-GBD25211_18403-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCTGGATCATTTATTGGTGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCGTTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605730 Chironomidae sp. water mite diet isolate 4485-BHL032417-GBD17199_20317-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

TGCAGGTTTATTAATTGGAGACGATCAGATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605731 Chironomidae sp. water mite diet isolate 4489-BHL032417-GBD26143_16080-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTACGTATTCTAATTCGAGCTGAATTAGGACATG

CAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTAT

ACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAA

ATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTAAAATCTAGAGCAAGAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605732 Chironomidae sp. water mite diet isolate 4493-BHL032417-GBD3346_13380-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CTCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GGA

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605733 Chironomidae sp. water mite diet isolate 4559-BHL032417-GBD18069_5629-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGGGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTA

ATACCAGTTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTA

AATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCA--

TCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.8% 

identical to accession ID KR764064, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605734 Chironomidae sp. water mite diet isolate 4565-BHL032417-GBD14049_11530-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTA

ACCCATCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCT

TAGTAATACCAGTTTTTATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.6% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605735 Chironomidae sp. water mite diet isolate 4662-BHL032417-GBD16140_13711-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTAATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605736 Chironomidae sp. water mite diet isolate 4699-BHL032417-GBD26360_9244-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGTAGAATTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605737 Chironomidae sp. water mite diet isolate 4815-BHL032417-GBD19131_23439-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGATACATCTTTAAGAATTTTAATTCGAGCAAAACTAGGTCA

CGCTGGTTCTTTAATCGGAGACGTTCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTCATAGTG

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCTCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605738 Chironomidae sp. water mite diet isolate 4889-BHL032417-GBD25843_11353-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATGGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTTTATTATTATCAAGCACAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605739 Chironomidae sp. water mite diet isolate 4904-BHL032417-GBD27770_20112-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGCACATCTTTAAGAATTTTAATTCGACTAGAACTAGGTCA

CGCTGGCTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCGCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605740 Chironomidae sp. water mite diet isolate 4935-BHL032417-GBD19474_9561-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATT

TTAATTCGAGCAGAACTCGGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGC

TTTTGTAATAATTTTTTTTATAGTGATACCAATTTTAATTGGAGGGTTGGGAAATTGATTAGTTCCTTTAATATTGGGAGC

CCCTGATATAGCATTCCCTCGAATAAATAATATAAGTTTTGGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCA

TTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID GU565715, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605741 Chironomidae sp. water mite diet isolate 5045-BHL032417-GBD4124_16955-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTGCAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTCTTAGTA

ATACCAGTTTTTATTGGAGGATTTGGAAGTTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTA

AATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605742 Chironomidae sp. water mite diet isolate 5053-BHL032417-GBD25325_15269-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTAATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCGCGA

ATAAATAATATACGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605743 Chironomidae sp. water mite diet isolate 5085-BHL032417-GBD24854_11533-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTCCCTCTAATATTAGGAGCCCCAGATATAGCTTTCCCCCGAA

TAAATAATATAAGATTTTGGCTTCTACCCCCGTCATTAACTTTACTACTTTCTAGTACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605744 Chironomidae sp. water mite diet isolate 5097-BHL032417-GBD15262_20411-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTA

ACCCATCATGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATACATTTTTAATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605745 Chironomidae sp. water mite diet isolate 5104-BHL032417-GBD4400_22735-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTACGACATGCAGG

CTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATACCA

ATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAATAA

TATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605746 Chironomidae sp. water mite diet isolate 5125-BHL032417-GBD5293_23255-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATC

CCGGAACTTTTATTGGAGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTCTTATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGATTGGGAAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTATAA

ATAATATAAGTTTTTGGCTTATACCCTCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KM990292, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605747 Chironomidae sp. water mite diet isolate 5133-BHL032417-GBD14358_2418-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAA

TTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTT-

TCTAGTTCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605748 Chironomidae sp. water mite diet isolate 5139-BHL032417-GBD6890_10178-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCTTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATCTTAATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACG

ATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCA--

TCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605749 Chironomidae sp. water mite diet isolate 5140-BHL032417-GBD5673_11796-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACATCTCTAAGAATGCTTATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATATTTTTTTTTATAGTT

ATACCTATTTTAATTAGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCTCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KM992253, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605750 Chironomidae sp. water mite diet isolate 5152-BHL032417-GBD15133_5644-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAAGTAGGAC

GACCCGGAACTTTCATTGGTGACGACCTAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAGATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605751 Chironomidae sp. water mite diet isolate 5155-BHL032417-GBD23815_18066-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCTGAACTTTCATTGGTGACGACCAAATTTATAACTTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGACT

TAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605752 Chironomidae sp. water mite diet isolate 5176-BHL032417-GBD15866_6079-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGTACCAGATATAGCT

TTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTGGTTTCTTCTGCTGCCGTGGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605753 Chironomidae sp. water mite diet isolate 5185-BHL032417-GBD15880_12279-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCTATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605754 Chironomidae sp. water mite diet isolate 5202-BHL032417-GBD20303_9446-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTGGGAAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTAT

AAATAATATAAGTTTTTGGCTTATACCCTCGTCATTAACTTTACTTCTTGCTAGTTCAAGTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KM990292, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605755 Chironomidae sp. water mite diet isolate 5209-BHL032417-GBD16148_3234-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTGTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGTCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATATTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605756 Chironomidae sp. water mite diet isolate 5234-BHL032417-GBD9703_24672-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATACTGTAGTAGTTACTGCACATGCATTTTTAATAATT

TTTTTCTTAGTAATACCAGTTTTTATTGGAGGATTTGGAAGTTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCA

TTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCA---

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605757 Chironomidae sp. water mite diet isolate 5237-BHL032417-GBD24992_21889-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAGTCGGGACTTCTCTAAGAATGCCTATTCGAGCAGAATTAGGAC

AACCCGGAACTTTCATTGGTGACGACCAATTTTATAACGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605758 Chironomidae sp. water mite diet isolate 5272-BHL032417-GBD9537_7171-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGCATTAGGTCA

TGCGGGTTCTTTAATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCACGTATA

AATAATATAAGGTTTTGGCTTTTACCCCCGTCATTATCTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KM990292, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605759 Chironomidae sp. water mite diet isolate 5273-BHL032417-GBD5737_6659-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTATATTTTATTTTTGGAGCCTGATCTGGGATAGTCGGGACTTCTCTAAGTATGCTTATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGAGCCCCAGACATAGCTTTCCCCCGTATA

AATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605760 Chironomidae sp. water mite diet isolate 5275-BHL032417-GBD13149_26555-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATACCGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTAT

AAATAATATAAGTTTTTGGCTTTTACCCCCATCACTAATTCTATTAGTTTCATCGGCTGCA---

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605761 Chironomidae sp. water mite diet isolate 5277-BHL032417-GBD26053_9056-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTTTAAGAATGCTTGTTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGAGACGACCAAATTTATAACGTTATTGTTACTGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTAATATTAGGAGCCCCAGACATAGCTTTCCCCCGTAT

AAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605762 Chironomidae sp. water mite diet isolate 5293-BHL032417-GBD9321_9936-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATGAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605763 Chironomidae sp. water mite diet isolate 5297-BHL032417-GBD18567_7246-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCACGAC

TTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605764 Chironomidae sp. water mite diet isolate 5303-BHL032417-GBD11723_20623-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAT

TAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCA--

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.5% 

identical to accession ID KM569758, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605765 Chironomidae sp. water mite diet isolate 5307-BHL032417-GBD23229_13808-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTATA

AATAATATAAGTTTTTGGCCTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCACTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KM990292, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605766 Chironomidae sp. water mite diet isolate 5334-BHL032417-GBD26754_20731-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTTGGAGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGGACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGTGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGGCATTAACTTTACTTCTAGCTAGTGCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605767 Chironomidae sp. water mite diet isolate 5344-BHL032417-GBD26388_14878-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAGGACA

TGCAGGCTCATTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTGTTTGACTGTTGCCCCCTTCATTAACTTTATTGTTATCAAGAACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605768 Chironomidae sp. water mite diet isolate 5347-BHL032417-GBD7765_25912-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGTTTATTCGAGCAGAATTCGGAC

GCCCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACCGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCATTCCCCCGTAT

AAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605769 Chironomidae sp. water mite diet isolate 5352-BHL032417-GBD5716_23561-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCTTGATCTGGGATAATCGGGACTTCTTTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGCACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTAATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGACTTTTGCCCCCATCATTAACTTTACTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605770 Chironomidae sp. water mite diet isolate 5360-BHL032417-GBD19723_13899-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGTACTTCTCTAAGAATGTTTATTCGAGCAGAATTAGGAC

GACCAGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCACGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAAGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGGTTTTGACTTTTACCCCCGTCATTAACTTTACTTCTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605771 Chironomidae sp. water mite diet isolate 5369-BHL032417-GBD22272_10796-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCCGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGAAGGATTTGGGAACTGATTATTGCCTTTAATACTTGGAGCACCAGATATAGCTTTCCCA

CGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTGGTTTCTTCTGCTGCCGTAGAAAATGGAGCT

GGGACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605772 Chironomidae sp. water mite diet isolate 5380-BHL032417-GBD9898_13370-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCCCGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACCTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605773 Chironomidae sp. water mite diet isolate 5382-BHL032417-GBD6576_10790-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTCGGAAATTGATTAGTTCCTTTGATATTGGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAGGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605774 Chironomidae sp. water mite diet isolate 5400-BHL032417-GBD15898_21453-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGAT

TGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTTCCTTTAATATTAGGAGCGCCAGATATGGC

CTTCCCTCAAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605775 Chironomidae sp. water mite diet isolate 5412-BHL032417-GBD5341_22059-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGTATGCTTATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGCTGACAACCAGTTTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAAGAGCCCCAGACATAGCTTTCCCCCGTATA

AATAATATAAGTTTTTGGCTTTTACCCCCGTCATTATCTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605776 Chironomidae sp. water mite diet isolate 5418-BHL032417-GBD5362_17088-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTCTTCTT

AGTAATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCAC

GATTAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605777 Chironomidae sp. water mite diet isolate 5428-BHL032417-GBD8958_26960-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTTAGAATTCTTATTCGAGCAGAATTAGGACGA

CCCGGAACTTTCTTTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTACCTCTTATATTAGGAGCACCAGACATAGCTTTCCCCCGTATA

AATAATATAAGATTTTGACTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605778 Chironomidae sp. water mite diet isolate 5433-BHL032417-GBD18213_23905-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTTAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAATTTTATAACGTAATTGTTACAGTCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTAT

AAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTCACTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605779 Chironomidae sp. water mite diet isolate 5454-BHL032417-GBD8322_18070-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTTGGCGCCTGATCTGGTATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GCCCAGGAACTTTCATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTGGTCCCTCTAATATTAGGAGCCCCAGACATAGCTTTCCCCCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCGTCATTAACTTTACTACTATCTAGTTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605780 Chironomidae sp. water mite diet isolate 5464-BHL032417-GBD16548_11808-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGTATGCTTATTCGAGCAGAATTAGGACGACCC

GGAACTTTCATTGGTGATGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTATAC

CTATTTTAATTGGAGGATTTGGAAATTGATTGGTCCCTCTAATATTAGGAGCCCCAGACATAGCTTTCCCCCGGATAAAT

AATATAAGTTTTTGGCTATTACCCCCGTCATTATCTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605781 Chironomidae sp. water mite diet isolate 5467-BHL032417-GBD27778_15315-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTTGGAGCCTGATCTGGGATAATAGGGACTTCTTTAAGAATGCTTATTCGAGCAGAATTAGGAC

GAACCGGAACTTTCATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCTGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTATCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605782 Chironomidae sp. water mite diet isolate 5470-BHL032417-GBD14741_25953-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGACTATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCTCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGCAT

AAATAATATAAGTTTTTGGCTTTTACCCCCGACATTAACTTTACATCTTTCTAATTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605783 Chironomidae sp. water mite diet isolate 5476-BHL032417-GBD22176_11431-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGTATAATCGGTACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGACG

ACCCGGGACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACCGCCCATGCTTTTATTATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTGGTCCCTCTAATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGTTTTTACCCCCGTCATTAACTTTACTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605784 Chironomidae sp. water mite diet isolate 5484-BHL032417-GBD27628_12347-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GCCCCGGAACTTTAATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGAA

TAAATAATATAAGTTTTTGGCTATTACCCCCGTCATTAACCTTACTTCTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605785 Chironomidae sp. water mite diet isolate 5485-BHL032417-GBD24188_19221-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTAT

AAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTATCTCTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605786 Chironomidae sp. water mite diet isolate 5493-BHL032417-GBD20505_10314-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATACTTTATTTTTGGCGCTTGATCTGGGATAGTCGGGACTTCTTTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGATGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTGTAG

TTATACCTATTTTAATTGGAGGGTTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605787 Chironomidae sp. water mite diet isolate 5509-BHL032417-GBD24845_11557-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGAATAATCGGGACTTCTCTAAGAATTTTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTCATTGGAGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATATTT

ATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGAATA

AATAATATAAGTTTTTGACTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605788 Chironomidae sp. water mite diet isolate 5529-BHL032417-GBD25060_25491-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTATATTTTATTTTTGGCGCCTGATCTGGAATAATCGGGACTTCTCTAAGAATACTTATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCGTTGGTGACGATCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAAAGATAGCTTTCCCCCGTATA

AATAATATAAGTTTCTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605789 Chironomidae sp. water mite diet isolate 5541-BHL032417-GBD8616_10464-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTCATTTCTGGTGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGACGACCC

GGAACTTTCATTGGTGGCGACCAATTTTATAACGTAATTGTTACAGCCCATGCTTTTATTATATTTTTTTTTATAGTTATAC

CTATTTTAATTGGAGGATTGGGAAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTATAAAT

AATATAAGTTTTTGGCTTATACCCTCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605790 Chironomidae sp. water mite diet isolate 5569-BHL032417-GBD28264_11161-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCG

AATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTCTTCTTCTTATTTCTAGTTCAATTGTTGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605791 Chironomidae sp. water mite diet isolate 5603-BHL032417-GBD20091_8945-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATT

AACCCATCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605792 Chironomidae sp. water mite diet isolate 5610-BHL032417-GBD24396_16296-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTATTTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCCA

AAAAAATATATTAAATTTTGGCTTCTTCCCCCGTCTCTTACTCTTCTTCTTTCTAGTTGAATTGTTGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605793 Chironomidae sp. water mite diet isolate 5631-BHL032417-GBD3235_18995-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACATTATACTTCATTTTTGGGCCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGA

GCAAAATTAGGACGGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTAT

AATTTTTTTCTTAGTAATACCAGTTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATAT

AGCATTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID DQ648211, identified in GenBank 

as Dicrotendipes pseudoconjunctus. The % identity was 

used to identify this accession's name according to the 

following: >=96.5%, species; 90.0-96.4% only to genus; 80 - 

89.9%, family or higher taxon.  Matches <80%, not used.

>MW605794 Chironomidae sp. water mite diet isolate 5632-BHL032417-GBD13139_14152-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATGTTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605795 Chironomidae sp. water mite diet isolate 5635-BHL032417-GBD4438_15536-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGG

ACGGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTAT

AGTTATACCAATTTTAACTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGC

GAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR165695, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605796 Chironomidae sp. water mite diet isolate 5647-BHL032417-GBD16457_7623-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGGCCAGGAACTTCTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGTGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCACCTGACATAGCTTCCCCGCG

AATAAATAATATAAGATTTTGGCTTCATCCAACGTCTCTTACTCGTCGTATTTCTAGTTCAATTGTTGAAAATGGAGTTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605797 Chironomidae sp. water mite diet isolate 5648-BHL032417-GBD10911_24939-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCTTAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAAAACTCG

GTCACGCTGGTTCCTTAATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTAT

AGTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGC

GAATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR171593, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605798 Chironomidae sp. water mite diet isolate 5660-BHL032417-GBD27033_10956-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGATCAAAATTAGGA

CGGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCGGACATAGCCTTCCCGCG

AATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605799 Chironomidae sp. water mite diet isolate 5661-BHL032417-GBD21259_22317-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CTTAGTAATACCAGTTTTTATTGGAGGATTTGGAAATTGAAATCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCC

ACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605800 Chironomidae sp. water mite diet isolate 5673-BHL032417-GBD7850_6473-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCTGAATTAGGA

CGGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGTTTCGGTAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACAGAGCCTTCCCGCG

AATAAATAATATAAGATTTTGGCTTCTTTCACCGTCTCTTACTCTTCTTCTTTCTAGTACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605801 Chironomidae sp. water mite diet isolate 5687-BHL032417-GBD8506_16596-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTGTACTTATTCGA

GCAGGATTAGGACGGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACACGCATTCCTAAT

AATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATAT

AGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID DQ648211, identified in GenBank 

as Dicrotendipes pseudoconjunctus. The % identity was 

used to identify this accession's name according to the 

following: >=96.5%, species; 90.0-96.4% only to genus; 80 - 

89.9%, family or higher taxon.  Matches <80%, not used.

>MW605802 Chironomidae sp. water mite diet isolate 5693-BHL032417-GBD22347_23616-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGTCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGA

ATAAATAATATAAGATTTTGGCTACTACCACCGTCTCTTACTCTACTTCTTTCTAGTACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605803 Chironomidae sp. water mite diet isolate 5695-BHL032417-GBD16941_11017-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCATCATTAACTTTATTATGATCTAGCCCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605804 Chironomidae sp. water mite diet isolate 5723-BHL032417-GBD26231_7575-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACACTTTACTTTATTTTTGGAGCTTGATCCGGAGTAGTAGGAACATCTTTAAGAATACTAATTCGAGCAGAATT

AGGACATCCAGGAACATTGATTGGGTATGATCAAATTTACAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTT

TATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATTAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605805 Chironomidae sp. water mite diet isolate 5728-BHL032417-GBD10958_19989-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605806 Chironomidae sp. water mite diet isolate 5768-BHL032417-GBD3711_19723-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGCATTTTAATTCGAGCAGAACTCGGTC

ACTCTGGTTCTTTAATCGGAGAAGATCAAATTTATAATGTAATCGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAG

GGATACCTACTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGAATACTTCCCCCGTCATTAACTTTATTATTATCTAACGCTCTAGTTGAAAACGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605807 Chironomidae sp. water mite diet isolate 5782-BHL032417-GBD12682_19080-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCGAAT

AAATAATATAAGATTGTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KM900037, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605808 Chironomidae sp. water mite diet isolate 5783-BHL032417-GBD28745_17290-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGAACAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605809 Chironomidae sp. water mite diet isolate 5784-BHL032417-GBD7445_25881-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGCTCAGGTGTAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCGGAACTCGTTC

ACGCTGGTTCTTTAATCATAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGGTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACGCTAGTTGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605810 Chironomidae sp. water mite diet isolate 5798-BHL032417-GBD19435_5121-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACGGCCA

GGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTATAGTTATAC

CGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGTGGCCCCTGATATAGCCTTCCCGCGAATAAAT

AATATAAGATTTTGACTTCTCCCACCATCTCTTTCTCTTCTTCTATCTAGTTCAATTGTTGAAAATGGGGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID KJ209337, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605811 Chironomidae sp. water mite diet isolate 5801-BHL032417-GBD21779_15626-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGAAAATGCCATCCCCCCAA

AAAAAAATAAAAGGTTTTGATTTCCTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605812 Chironomidae sp. water mite diet isolate 5803-BHL032417-GBD24336_23676-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGTACTTCCTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605813 Chironomidae sp. water mite diet isolate 5805-BHL032417-GBD27031_10824-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCATGATAAACCATCCCCTCAAAA

AAAAAATATAATTTTTTGTTTCCTCCCCCCGCCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605814 Chironomidae sp. water mite diet isolate 5823-BHL032417-GBD13913_8469-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTAAAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTT

GGACGACCTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCCTTTCCT

CGAATAAACAATATAAGTTTCTGACTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGCTCTCTAGTTGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605815 Chironomidae sp. water mite diet isolate 5827-BHL032417-GBD29501_15548-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCCCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCTTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605816 Chironomidae sp. water mite diet isolate 5830-BHL032417-GBD23329_17621-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGAAAAAGCATTCCCCCAAA

AAAATAAAATAAGGTTTTGAATACCTCCCCCGTCCTTAACCTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605817 Chironomidae sp. water mite diet isolate 5837-BHL032417-GBD7699_12910-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGCTCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGTTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAAATGATTAGTTCCTTTAATATTGGGAGTCCCTGATACAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACGTTATTATTATCGAGCACGCTAGTTGAAAAGGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605818 Chironomidae sp. water mite diet isolate 5841-BHL032417-GBD17274_9246-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTATGCACTTCTTTAAGAATTTTAATTCGACTAGAATTCGGTCA

CGCAGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTATTATTATCTAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605819 Chironomidae sp. water mite diet isolate 5842-BHL032417-GBD4692_9127-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCAGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605820 Chironomidae sp. water mite diet isolate 5847-BHL032417-GBD20176_6160-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCTACTAGAATTAGGACA

CCCTGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCATTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605821 Chironomidae sp. water mite diet isolate 5849-BHL032417-GBD26179_23215-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGCACTTCCTTAAGTATACTTATTCGAGCCGAGTTAGGACGGCCA

GGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTATAGTTATAC

CGATTTTAATTGGTGGTTTTGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCGAATAAAT

AATATAAGATTTTGACTACTCCCACCGTCTCTATCTCTTCTTCTTGCTAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ208847, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605822 Chironomidae sp. water mite diet isolate 5853-BHL032417-GBD27082_21927-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGACA

CCCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCATTCCCGCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTAGTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605823 Chironomidae sp. water mite diet isolate 5856-BHL032417-GBD6264_16011-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCACCCCCACAAA

AAAATAATATAATTTTTTTATTCCTCCCCCCGCCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

GGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605824 Chironomidae sp. water mite diet isolate 5857-BHL032417-GBD10400_14868-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCCCCTGATATAGCTTTCCCACGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCTTTAACTTTATTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605825 Chironomidae sp. water mite diet isolate 5860-BHL032417-GBD18796_6090-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGAC

CTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTAT

ACCGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCGAATAA

ATAATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCCAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KJ208847, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605826 Chironomidae sp. water mite diet isolate 5861-BHL032417-GBD6650_25930-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGTGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAGTTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGATGAGCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCAAGCACAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605827 Chironomidae sp. water mite diet isolate 5862-BHL032417-GBD2707_18146-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCATGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACAC

GCTGGTTCTTTAATCTGAGACGATCAAATTTATAATGTAATTGTTACCGTTAATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGAGAGCCCCTGATATAGCATTCCCTCGAATAA

AAAATATAAGTTTTTGATTACTTCCCCCGTCAGTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605828 Chironomidae sp. water mite diet isolate 5863-BHL032417-GBD12087_19681-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTTATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTATAGTG

ATACCCATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTATTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605829 Chironomidae sp. water mite diet isolate 5870-BHL032417-GBD23160_21795-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CACTGGTTCTTTTATTGGTGACGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605830 Chironomidae sp. water mite diet isolate 5871-BHL032417-GBD6598_11501-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGTCA

CGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCACTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTGCTGCCCCCGTCATTAACTTTATTATTATCTAGCTCAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605831 Chironomidae sp. water mite diet isolate 5878-BHL032417-GBD15799_3456-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGTGACGATCTAATTTATAATTTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATATTG

ATACCTATTTTAATTGGAGGGTTTCGACATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGCATA

AATAATATATGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGCGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605832 Chironomidae sp. water mite diet isolate 5884-BHL032417-GBD25062_7851-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGACTAGAACTAGGACA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCTCCTGATATAGCATTCCCGCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTATTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605833 Chironomidae sp. water mite diet isolate 5885-BHL032417-GBD19211_28591-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGTATTTTAATTCGAGCAGAACTTGGTCAC

GCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCTTCATTAACTTTATTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605834 Chironomidae sp. water mite diet isolate 5886-BHL032417-GBD7099_8204-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATT

TTAATTCGAGCAGAATTCGGTCATGCTGGCTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCT

TTTGTAATAATTTTTTTTATAGTGATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCA

CCTGATATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTA

TAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KM102730, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605835 Chironomidae sp. water mite diet isolate 5888-BHL032417-GBD13651_20360-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGACCAGAATTCGGTCA

CACTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTTATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTATTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605836 Chironomidae sp. water mite diet isolate 5895-BHL032417-GBD16129_12367-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGA

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AGATAACATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTATTATTATCTAGAACACTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605837 Chironomidae sp. water mite diet isolate 5897-BHL032417-GBD28925_17965-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATT

TTAATTCGAGCAGAATTAGGTCACGCTGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGC

TTTTGTAATAATTTTTTTTATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGGGCC

CCTGATATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTACCCCCTTCATTAACCTTATTATTATCAAGCTCAC

TAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KM102730, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605838 Chironomidae sp. water mite diet isolate 5898-BHL032417-GBD27880_19402-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCTGAACTCGGACA

CGCTGGATCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCATTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCGTCTTTAACTTTATTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605839 Chironomidae sp. water mite diet isolate 5900-BHL032417-GBD19042_13924-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATAGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGAGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTATTATTATCAAGATCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605840 Chironomidae sp. water mite diet isolate 5902-BHL032417-GBD19922_18252-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGTAGAATTCGGTCA

CCCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCATCATTAAATTTATTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605841 Chironomidae sp. water mite diet isolate 5907-BHL032417-GBD10026_6943-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTCATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGATCCCCTTATATAGCTTCCCCTCAAAA

AAAAAATATAAGTTTTTGATCCCTCCCCCCGCCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605842 Chironomidae sp. water mite diet isolate 5909-BHL032417-GBD9662_18493-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGTGACGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCATTAATATTGGGAGCCCCTGATATAGCATTCCCACGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACTTTATTACTATCTAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605843 Chironomidae sp. water mite diet isolate 5910-BHL032417-GBD21596_22340-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAAAGTTAGGACGGCCA

GGAACTTTTATTGGAGACGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTATAGTTATAC

CGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCGAATAAAT

AATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ208847, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605844 Chironomidae sp. water mite diet isolate 5913-BHL032417-GBD23834_12539-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGTATTTTAATTCGAGCTGAACTCGGTCAC

CCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCCCCTGATATAGCATTCCATCGAATAA

ATAATATAAGTTTTTGATTACTACCCCCGTCATTAACTTTATTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605845 Chironomidae sp. water mite diet isolate 5915-BHL032417-GBD27992_11977-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGTTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGATCATTAATCGGAGACGATCAACTTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCGCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605846 Chironomidae sp. water mite diet isolate 5916-BHL032417-GBD17493_14980-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGGACTTCTTTAAGTATTTTTATTCGAGCAGAACTCGGTCAA

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTCTATTATTATCTAGATCACTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605847 Chironomidae sp. water mite diet isolate 5918-BHL032417-GBD24880_22992-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATAGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTGCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACATTATTATTATCAAGAACTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605848 Chironomidae sp. water mite diet isolate 5926-BHL032417-GBD29315_18134-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGTCACA

CTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAAA

TAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTATTATTATCTAGATCACTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605849 Chironomidae sp. water mite diet isolate 5928-BHL032417-GBD17810_28257-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATT

CTAATTCGAGCAGAATTAGGTCATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACCGCTCATGCT

TTTGTAATAATTTTTTTCATAGTGATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGTAGCCC

CTGATATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCTTCATTAACTTTATTATTATCTAGCTCTCTA

GTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KM102730, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605850 Chironomidae sp. water mite diet isolate 5929-BHL032417-GBD24609_13529-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCCCCTGATATAGCATTCCCGCGAAT

AAATAATATAAGATTTTGATTATTTCCCCCGTCATTAACCTTATTATTATCTAGCACACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605851 Chironomidae sp. water mite diet isolate 5932-BHL032417-GBD28139_19864-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTCTTAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATTGGAGATGGTCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACATTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605852 Chironomidae sp. water mite diet isolate 5933-BHL032417-GBD22550_22051-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACTTTATTACTATCTGGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605853 Chironomidae sp. water mite diet isolate 5938-BHL032417-GBD27982_20015-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGACTGCTGCCCCCATCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605854 Chironomidae sp. water mite diet isolate 5940-BHL032417-GBD20395_4715-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCATC

CTGGTACTTTTATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATAAA

TAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605855 Chironomidae sp. water mite diet isolate 5942-BHL032417-GBD19447_26560-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATACTTATTCGAGCAGAGTTAGGACGGACA

GGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTACCCGCTCATGCTTTTATTATAATTTTTTTTATAGTTATAC

CGATTTTAATTGGTGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCGAATAAAT

AATATAAGATTTTGACTTCTCCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ208847, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605856 Chironomidae sp. water mite diet isolate 5943-BHL032417-GBD8130_23724-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTAGGAGCATGATCAGGTATAGTAGGTACTGCTTTAAGAATTTTAATTCGAGCAGAATTAGGTCAC

GCTGGTTCTTTAATCGGAAAAGATCAACTTTATAACGTAATTGTTACCGCTCACGCTTTTTTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605857 Chironomidae sp. water mite diet isolate 5945-BHL032417-GBD22998_26439-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTACTTCCTTTAATATTGGGAGCTCCTGATATAGCATTCCCCCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTATTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605858 Chironomidae sp. water mite diet isolate 5948-BHL032417-GBD25645_21554-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGTAGAACTAGGACA

CGCTGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTATTATTATCAAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605859 Chironomidae sp. water mite diet isolate 5950-BHL032417-GBD14008_5481-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CTCTGTTGCTTTAATCGTCGACTATCAAATTTATAATGGAATTGTTACCGCGCTCGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTTGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605860 Chironomidae sp. water mite diet isolate 5952-BHL032417-GBD19953_9419-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCA

CCCTGGTTCTTTTATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATCTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTACTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605861 Chironomidae sp. water mite diet isolate 5953-BHL032417-GBD25730_12989-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CCCTGGTTCTTTAATTGGTGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTACTATCTAGCACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605862 Chironomidae sp. water mite diet isolate 5954-BHL032417-GBD21854_22419-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTGCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAA

GCTGGTTCTTTAATCGGGGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCGTCATTAACCTTATTATTATCTAGCACACTAGCTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605863 Chironomidae sp. water mite diet isolate 5955-BHL032417-GBD27526_17576-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATTTTAATTCGAGTAGAATTCGGTCA

CGCTGGTTCATTAATCGGAGACGATCAAATTTATAATGTTATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCATTAACTTTATTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605864 Chironomidae sp. water mite diet isolate 5957-BHL032417-GBD13055_6095-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGGTCAGGAATAGTCGGTACTTCTTTAAGTATTTTAATTCGAGCAGAATTCGGTCACA

CTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTGAT

ACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAAA

TAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTATTATTATCAAGAACACTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605865 Chironomidae sp. water mite diet isolate 5958-BHL032417-GBD16714_17766-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTACTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCCCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTATTATTATCTAGCACACTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605866 Chironomidae sp. water mite diet isolate 5959-BHL032417-GBD8626_25958-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTTATCGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTGA

TGCCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGGTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605867 Chironomidae sp. water mite diet isolate 5961-BHL032417-GBD6313_19811-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTTGGTCA

CGCTGGTTCTTTAATCGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTAATATCTAGCACACTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605868 Chironomidae sp. water mite diet isolate 5962-BHL032417-GBD6277_18340-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605869 Chironomidae sp. water mite diet isolate 5964-BHL032417-GBD14976_4193-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGTTCA

CTCTTTATCTTTAATCGGAGACGATCTAATTTATAATGGAATTGTTACCGTACACGCATTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605870 Chironomidae sp. water mite diet isolate 5965-BHL032417-GBD4250_16848-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTATTGGAGCCTGATCAGGTATAGTTGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGATTTGGAGATTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTGCTGCCCCCGTCATTAACTTTATTATTATCTAGCTCAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605871 Chironomidae sp. water mite diet isolate 5967-BHL032417-GBD22386_27195-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTATGTCATG

CTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGTTTTTGTAATAATTTTTTTTATAGTGAT

ACCTATTTTAATTGGAGGGTTTGGAAATTGATTATTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAAA

TAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605872 Chironomidae sp. water mite diet isolate 5968-BHL032417-GBD26091_7167-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTTCTTCTTTAAGATTTTTAATTCGAGCAGTACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACTTTATTATTATCTAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605873 Chironomidae sp. water mite diet isolate 5973-BHL032417-GBD13980_27884-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGTCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGTCA

CGCTGGATCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCTTTAACTTTATTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605874 Chironomidae sp. water mite diet isolate 5976-BHL032417-GBD23094_25752-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATATTAATTCGAGCAGAACTAGGTCA

CGCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTACTATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACATTATTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605875 Chironomidae sp. water mite diet isolate 5979-BHL032417-GBD27805_17164-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCAGAACTCGGTC

ACGCTGGTACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCTTTAACTTTATTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605876 Chironomidae sp. water mite diet isolate 6049-BHL032417-GBD11781_4383-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACACTATACTTGATCTTAGGAGTATGAGCAGGAATACTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAA

CCCATCCTGGAACCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605877 Chironomidae sp. water mite diet isolate 6078-BHL032417-GBD7844_8606-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAGGACATC

CTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTAT

ACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTGCTTCTTTCTAGTTGTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR647156, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605878 Chironomidae sp. water mite diet isolate 6125-BHL032417-GBD2373_12941-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAAGTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605879 Chironomidae sp. water mite diet isolate 6133-BHL032417-GBD21986_8048-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACGGGAACAAGACTATTAATTCGTATTGAATTA

ACCCATCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCT

TAGTAATACCAGTTTTTATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

AAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCATTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605880 Chironomidae sp. water mite diet isolate 6193-BHL032417-GBD12604_21859-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTA

GGTCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTA

TAGTAATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACCTGGAGCACTTGACATGGCTTTTCCTC

GAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605881 Chironomidae sp. water mite diet isolate 6238-BHL032417-GBD25294_19296-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATAATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR647156, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605882 Chironomidae sp. water mite diet isolate 6258-BHL032417-GBD23969_23580-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGACATC

CTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTAT

ACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTACTTTATCCCTTCTTCGTTCTAGTACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR647156, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605883 Chironomidae sp. water mite diet isolate 6348-BHL032417-GBD26793_11443-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGTATTCTAATTCGAGCAGAATTAGGACATC

CTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTAT

ACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCTTTTCCTCGAATAAA

TAACATAAGATTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR647156, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605884 Chironomidae sp. water mite diet isolate 6381-BHL032417-GBD11962_8038-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAACACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTT-

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605885 Chironomidae sp. water mite diet isolate 6404-BHL032417-GBD14828_27069-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTCTTATTGGTGACGACTATATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTATA

CCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAAAT

AATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR647156, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605886 Chironomidae sp. water mite diet isolate 6592-BHL032417-GBD23176_21518-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGAACAGGAACAAGACTATTAATTCGTATTGAATTA

ACCCATCCTGGAGCCTTTTTAGGAAGAGATCAACTATATAATACCTTAGTTACTGCACATGCATTT------------

TTAATAGTTATATCCATTTTCATTGGAGGGTTTGGAAATTGATTAGATCCTCTTATATTAGGAGCACCAGATATAGCATTT

CCTCGAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 80.6% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605887 Chironomidae sp. water mite diet isolate 6609-BHL032417-GBD6464_14897-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTGGGTACTTCTTTAAGAATTTTTATTCGAGCAGAACTCGGTCA

AGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATACTGGGAGCCCCTGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTGTTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605888 Chironomidae sp. water mite diet isolate 6620-BHL032417-GBD11349_2314-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATATTAATCCGAACGGAATTA

GGTCATCCTGGAACATTTATTAGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTCCTC

GAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605889 Chironomidae sp. water mite diet isolate 6659-BHL032417-GBD15928_15219-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTGGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTATTTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605890 Chironomidae sp. water mite diet isolate 6702-BHL032417-GBD14261_24411-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605891 Chironomidae sp. water mite diet isolate 6765-BHL032417-GBD19173_4496-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAGGACATGCAGG

CTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTATGTAATAATTTTTTTTATAGTTATACCA

ATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAATAA

TATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605892 Chironomidae sp. water mite diet isolate 6875-BHL032417-GBD15035_12483-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGTTTTGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCG

AATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCCTCTTTCTAGATTATTGGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605893 Chironomidae sp. water mite diet isolate 6927-BHL032417-GBD16242_19233-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTACAAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATATAATTGTTACAGCTCATGCTTATATTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCTCCTGACAAAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTTTCTGGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605894 Chironomidae sp. water mite diet isolate 7162-BHL032417-GBD8622_26024-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTCCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTGCCTTTAATATTGGGAGCCCTTGAGATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605895 Chironomidae sp. water mite diet isolate 7608-BHL040517-GBD18639_6221-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTATTCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605896 Chironomidae sp. water mite diet isolate 7714-BHL040517-GBD16647_5515-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACATCCCTAAGAATACTAATTCGGGCTGAATTAGGT

CACCCAGTAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAGGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605897 Chironomidae sp. water mite diet isolate 7730-BHL040517-GBD11410_23172-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGACCCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTACTTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCTTGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KM993958, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605898 Chironomidae sp. water mite diet isolate 7765-BHL040517-GBD18536_20764-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCATGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605899 Chironomidae sp. water mite diet isolate 7800-BHL040517-GBD27171_11711-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCAGGCTGAATTAGGT

CACCCAGGAACATTAATTGATGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACTTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605900 Chironomidae sp. water mite diet isolate 7841-BHL040517-GBD19091_14814-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGGCATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605901 Chironomidae sp. water mite diet isolate 7855-BHL040517-GBD12686_9264-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTA

GGTCATGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTA

TAGTAATACCAATTCTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTTTTATCCCCCTCTCTTACTCTTCCTCTTTCTAGATCTTTCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605902 Chironomidae sp. water mite diet isolate 7863-BHL040517-GBD10967_17389-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGGGCCTGATCGGGGATAGTAGGGACTTCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTTTACCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTCTGATTACTCCCCCCTTCTCTTACTCTTTTACTTTCTAGTTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605903 Chironomidae sp. water mite diet isolate 7940-BHL040517-GBD9174_25866-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGGGCCTGATCGGGGATAGTAGGGACTTCCCTAAGAATACTAATTCGTGCTGAATTAGGA

CACCCAGGAACATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTGTTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTAACCCTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605904 Chironomidae sp. water mite diet isolate 8002-BHL040517-GBD12049_22306-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCGGGGATAGTAGGGACTTCCTTAAGAATACTTATTCGTGCTGAATTAGGT

CAACCAGGAACATTAATTGGTGACAACCAAATTTATAATGTTATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAAAATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTACCTCCTTCTCTTACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605905 Chironomidae sp. water mite diet isolate 8062-BHL040517-GBD23351_20404-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATATTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTATAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605906 Chironomidae sp. water mite diet isolate 8085-BHL040517-GBD11811_23039-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGAACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAAGATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATGCCAATTTTAATTGGAGGGTTCGGAAATTGACTGTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGGTTCTGATTACTACCTCCTTCTCTAACTCTTTTACTGTCTAGTACAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605907 Chironomidae sp. water mite diet isolate 8094-BHL040517-GBD7421_21608-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATACATTATTTCTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCAGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTACTCTTTTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605908 Chironomidae sp. water mite diet isolate 8142-BHL040517-GBD7198_14271-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACTTCTTTAAGAATATTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCTATTTTAATTGGAGGGTTCGGAAATTGGCTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTCTGATTACTCCCTCCTTCTCTTACTCTATTACTTTCTAGAACAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605909 Chironomidae sp. water mite diet isolate 8165-BHL040517-GBD23788_15454-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGACTTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTCTGATTACTACCACCTTCTCTTACTCTACTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605910 Chironomidae sp. water mite diet isolate 8173-BHL040517-GBD5786_20594-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGAATACTAATTCGTGCTGAATTAGGTC

ACCCAGGAACATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR278209, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605911 Chironomidae sp. water mite diet isolate 8190-BHL040517-GBD13353_28747-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGGGCTGAATTAGG

ACACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTAT

AGTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCG

AATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605912 Chironomidae sp. water mite diet isolate 8219-BHL040517-GBD28945_13050-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGTGCCTGATCGGGGATAGTAGGGACTTCCCTAAGAATACTAATTCGTGCTGAATTAGGTC

AACCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCCTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTTCCTCCTTCTCTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR278209, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605913 Chironomidae sp. water mite diet isolate 8230-BHL040517-GBD4691_22343-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCGGGGATAGTAGGGACTTCTTTAAGTATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACTTTAATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605914 Chironomidae sp. water mite diet isolate 8252-BHL040517-GBD27239_10495-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACTTCTTTAAGAATACTAATTCGTGCAGAATTAGGAC

ACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTCGGAAATTGACTATTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTCTGATTACTCCCTCCTTCTCTATCTCTTTTACTTTCCAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR278209, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605915 Chironomidae sp. water mite diet isolate 8302-BHL040517-GBD14886_6660-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGTTACATCCCTTAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGTTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCAGTCACTTGCTAGTACAAGAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605916 Chironomidae sp. water mite diet isolate 8320-BHL040517-GBD14116_28766-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGTGCCTGATCGGGGATAGTAGGGACTTCCTTAAGAATGCTAATTCGTGCTGAATTAGGA

CAACCAGGAACTTTAATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTTGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCCCCTTCTCTAACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605917 Chironomidae sp. water mite diet isolate 8336-BHL040517-GBD11563_21259-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACTTCCTTAAGAATACTTATTCGAGCTGAATTAGGT

CACCCAGGAACTTTAATTGGAGACGACCAAATTTATAATGTTATTGTTACTGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTCTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCCCCTTCTCTTACTCTTTTACTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605918 Chironomidae sp. water mite diet isolate 8345-BHL040517-GBD22121_22234-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGGGCTTGATCGGGGATAGTAGGGACTTCCTTAAGAATACTTATTCGTGCTGAATTAGGA

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTGTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605919 Chironomidae sp. water mite diet isolate 8350-BHL040517-GBD11307_27875-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTC

ATGCGGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTGGAAT

AAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605920 Chironomidae sp. water mite diet isolate 8564-BHL101416-GBD20141_10239-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCC

ACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605921 Chironomidae sp. water mite diet isolate 8613-BHL101416-GBD20508_26676-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATAGGAGACGATCAAATTTATAATGTCATTGCTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACCTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605922 Chironomidae sp. water mite diet isolate 8628-BHL101416-GBD21080_23157-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATT

AACCCATCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCGGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605923 Chironomidae sp. water mite diet isolate 8635-BHL101416-GBD21464_5759-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCT

CAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCTCATGCATTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTAGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGA

ATAAATAATGTAAGTTTTTGACTTTTACCCCCTTCATTATCTTTACTTCTTTCTAGTTCAATCGCAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID KR293527, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605924 Chironomidae sp. water mite diet isolate 8647-BHL101416-GBD20936_24779-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATGGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTCATTATAATT

TTCTTTATAGTTATACCAGTTTTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATGGCC

TTCCCACGACTTAACAATATAAGATTTTGACTTCTACCACCTTCACTAATCCTACTGGTTTCTTCTGCTGCAGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605925 Chironomidae sp. water mite diet isolate 8658-BHL101416-GBD15073_15616-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCCTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAAAATTAGGAGCACCTGCTATGGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCCTCTCTTACTCAT--

CTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605926 Chironomidae sp. water mite diet isolate 8674-BHL101416-GBD28066_18005-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGTAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGACT

AAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605927 Chironomidae sp. water mite diet isolate 8692-BHL101416-GBD24763_18061-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGTACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGACT

TAACAATTTAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605928 Chironomidae sp. water mite diet isolate 8695-BHL101416-GBD22184_13206-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCGGTTAATTCGAGCAGAATTAGGACAAAGAG

GGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGCTATACC

TATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCGAATAAATA

ATATAAGATTTTGACCTTTACCCCCTTCCTTAACATTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605929 Chironomidae sp. water mite diet isolate 8711-BHL101416-GBD28930_12312-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCACGAATA

AATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTATTATTATCTAGCGCTGTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605930 Chironomidae sp. water mite diet isolate 8720-BHL101416-GBD23647_8163-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTA

GGACAAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605931 Chironomidae sp. water mite diet isolate 8732-BHL101416-GBD7271_6281-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGTATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATGCTTGGAGCACCAGATAAGGCCTTCCCACGAC

TTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCA---

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605932 Chironomidae sp. water mite diet isolate 8795-BHL101416-GBD27950_14764-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATACTTAATCTTAGTAGTATGAGCAGGAATAGTTGGTACACGAACAAGACTATTAATTCGTATTGAATT

AACCCATCCTGGAGCCTTTTTAGGAAAAGACCAACTATATAATACCTTAGTTACCGCACATGCATTTTTAATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATAATTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605933 Chironomidae sp. water mite diet isolate 8800-BHL101416-GBD24836_12348-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTGTATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGAAC

ATCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGGCTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605934 Chironomidae sp. water mite diet isolate 8830-BHL101416-GBD14275_26255-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTCTT

TCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCC

ACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605935 Chironomidae sp. water mite diet isolate 9550-BHL032417-GBD18626_5106-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAACGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605936 Chironomidae sp. water mite diet isolate 9573-BHL032417-GBD25641_9185-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCATATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTCCCTCGTCT

TAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605937 Chironomidae sp. water mite diet isolate 9581-BHL032417-GBD9228_18362-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGGGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCTTTAACTCTTCTTTTATCAAGCTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR161705, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605938 Chironomidae sp. water mite diet isolate 9596-BHL032417-GBD23266_9070-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605939 Chironomidae sp. water mite diet isolate 9625-BHL032417-GBD5232_10386-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGCACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

GGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTATTGCCCCCATCATTAACTTTACTGTTATCAAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605940 Chironomidae sp. water mite diet isolate 9749-BHL040517-GBD14396_5684-1Lq57 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCTAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAAC---

TCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605941 Chironomidae sp. water mite diet isolate 9751-BHL040517-GBD6932_10996-1Lq57 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATATTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTCATTGTAGACGATCAAATTTATAATGTAATTGTTACAGCACACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605942 Chironomidae sp. water mite diet isolate 9778-BHL040517-GBD9041_17328-1Lq57 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTCTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAAT

AAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605943 Chironomidae sp. water mite diet isolate 9782-BHL040517-GBD8209_14813-1Lq57 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTAGGAGCTTGATCGGGAATAGTATGCACTTGTTTAAGAATTTTAATTCGACTAGAATTAGGTCA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCATTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCACTAACCTTACTTTTATCATGAGCAAAAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605944 Chironomidae sp. water mite diet isolate 9791-BHL040517-GBD4720_11884-1Lq57 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATATTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCGATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605945 Chironomidae sp. water mite diet isolate 9795-BHL040517-GBD28340_13758-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGATCATTCATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGAATAGTACCTCTGATATTTGGGACTCCTTATATAGCTTTTCCGCGAAT

AAAAAAAATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605946 Chironomidae sp. water mite diet isolate 9796-BHL040517-GBD7312_12111-1Lq57 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCTGATATAGCATTCCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605947 Chironomidae sp. water mite diet isolate 9857-BHL040517-GBD14888_21077-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605948 Chironomidae sp. water mite diet isolate 9919-BHL040517-GBD3500_20719-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTA

ACCCATCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTCTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAGCAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605949 Chironomidae sp. water mite diet isolate 9920-BHL040517-GBD18548_4282-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCCTTGATATTAGGGGCTCCTGATATAGCTTTTCC

GCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605950 Chironomidae sp. water mite diet isolate 9957-BHL040517-GBD11608_28230-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGTTGAATTAGGACATCCT

GGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTGATAC

CTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAATA

ATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTAGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605951 Chironomidae sp. water mite diet isolate 9966-BHL040517-GBD12405_13445-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAGGACACC

CAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605952 Chironomidae sp. water mite diet isolate 9982-BHL040517-GBD19707_13220-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTCTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605953 Chironomidae sp. water mite diet isolate 9985-BHL040517-GBD15700_7042-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTCGGTGTCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCC

CGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGAT

ACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAA

TAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCGAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605954 Chironomidae sp. water mite diet isolate 10012-BHL040517-GBD22042_6852-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACCAGATATAGCTTTCCCA

CGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605955 Chironomidae sp. water mite diet isolate 10013-BHL040517-GBD7353_12236-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATGGT

TATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCGCGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605956 Chironomidae sp. water mite diet isolate 10034-BHL040517-GBD19520_5750-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAACTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605957 Chironomidae sp. water mite diet isolate 10044-BHL040517-GBD12204_15280-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGATATGACCAAATTTATAATGTTGTAGTTACCGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACCAGATATAGCTTTCCC

ACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605958 Chironomidae sp. water mite diet isolate 10046-BHL040517-GBD19646_14221-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTGATTGGAGGCTTTGGAAGTTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605959 Chironomidae sp. water mite diet isolate 10050-BHL040517-GBD3019_14827-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATCTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCCCCCGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTCTGACTGTTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605960 Chironomidae sp. water mite diet isolate 10059-BHL040517-GBD20896_14919-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGTATTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTACTTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTATGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTACCGAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605961 Chironomidae sp. water mite diet isolate 10066-BHL040517-GBD26549_8922-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGACTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCATAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605962 Chironomidae sp. water mite diet isolate 10080-BHL040517-GBD10071_12209-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAATTAAGTCA

ACCAGGTGTATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCGAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605963 Chironomidae sp. water mite diet isolate 10085-BHL040517-GBD17463_26636-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTCAACCA

GGAACATTCCTAGGAAGAGATCAACTATATAATACTGTAGTAACTGCACATGCATTCATAATAATTTTTTTTATAGTTATA

CCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605964 Chironomidae sp. water mite diet isolate 10086-BHL040517-GBD14078_26677-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACATTTATTGGTGATGACCAAATTTATAACGTAATAGTTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATACCAGTTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGC

ATTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTC-TATTAGTTGTA--

TCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605965 Chironomidae sp. water mite diet isolate 10093-BHL040517-GBD8982_10450-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTAGGAC

GTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GACACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605966 Chironomidae sp. water mite diet isolate 10094-BHL040517-GBD4550_11144-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATAATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATGGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605967 Chironomidae sp. water mite diet isolate 10140-BHL040517-GBD23041_9568-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCATTAGCCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605968 Chironomidae sp. water mite diet isolate 10149-BHL040517-GBD17013_18689-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGATATAGCTTTCCCA

CGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.9% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605969 Chironomidae sp. water mite diet isolate 10176-BHL040517-GBD19708_17584-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GACACCTATTTTAATTGGAGGCTTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATT

AAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605970 Chironomidae sp. water mite diet isolate 10179-BHL040517-GBD10584_26086-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCACATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605971 Chironomidae sp. water mite diet isolate 10187-BHL040517-GBD14968_21508-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTAT

TCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGATCAACTATATAATACTCTAGTAACTGCACATGCATTCC

TAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACCAG

ATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGT

AGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.4% 

identical to accession ID KP697533, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605972 Chironomidae sp. water mite diet isolate 10201-BHL040517-GBD22554_9242-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATT

ATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605973 Chironomidae sp. water mite diet isolate 10203-BHL040517-GBD9588_4056-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAATAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATATACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGACTAA

ACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605974 Chironomidae sp. water mite diet isolate 10208-BHL040517-GBD10429_13902-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTA

TTGAATTAACCCATCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAACTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCCTTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605975 Chironomidae sp. water mite diet isolate 10209-BHL040517-GBD19361_13207-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAGGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAGTATTTATTGGTAGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACCAGATATAG

CTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW605976 Chironomidae sp. water mite diet isolate 10227-BHL040517-GBD19410_21773-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605977 Chironomidae sp. water mite diet isolate 10228-BHL040517-GBD21776_20505-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAGTTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAACACTTGGGGCACCTGATATAGCATTCCCACGAT

TAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605978 Chironomidae sp. water mite diet isolate 10238-BHL040517-GBD24726_20552-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCGAATTTATAATGTTGTAGTTACTGCACATGCATTCCTAATAATTTTCTT

TCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAACACTTGGAGCACCAGATATAGCTTTCCC

ACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCGATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605979 Chironomidae sp. water mite diet isolate 10242-BHL040517-GBD10477_27350-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTA

GAATTAGGACACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAAT

TTTTTTTATAGTGATACCTATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCCTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605980 Chironomidae sp. water mite diet isolate 10245-BHL040517-GBD14571_4816-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTCA

ACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605981 Chironomidae sp. water mite diet isolate 10260-BHL040517-GBD23261_12960-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACGTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATACGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605982 Chironomidae sp. water mite diet isolate 10265-BHL040517-GBD20762_19402-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATGG

TTATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KM992253, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605983 Chironomidae sp. water mite diet isolate 10285-BHL040517-GBD24902_16541-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACAACCCGG

GACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGATACC

TATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATAAATAA

TATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605984 Chironomidae sp. water mite diet isolate 10295-BHL040517-GBD22951_24064-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTCTT

TCTGGTTATACCAGTACTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCC

ACGACTTAACAATTTAAGATTCTGACTACTACCCCCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605985 Chironomidae sp. water mite diet isolate 10300-BHL040517-GBD6552_14866-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGCACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCT

GGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCGCATGCATTTTTAATAATTTTTTTCTTAGTAATA

CCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGTCTCCTGATATAGCTTTTCCGCGAATAAAT

AATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCGAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605986 Chironomidae sp. water mite diet isolate 10320-BHL040517-GBD23158_12548-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCT

TTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW605987 Chironomidae sp. water mite diet isolate 10327-BHL040517-GBD12101_4484-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGTGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGTTTTTGACTTCTCCCCCCAACTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605988 Chironomidae sp. water mite diet isolate 10337-BHL040517-GBD9858_25212-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATGG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTGCCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605989 Chironomidae sp. water mite diet isolate 10365-BHL040517-GBD11686_6328-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCC

ATCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAGTACCTTAGTTACTGCACATGCATTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTGCCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605990 Chironomidae sp. water mite diet isolate 10377-BHL040517-GBD10616_12337-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAATAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAA

ATAATATAAGATTTTGACCATTACCCCCATCACTAA---

TTCTATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605991 Chironomidae sp. water mite diet isolate 10386-BHL040517-GBD20069_22938-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACGCCCA

GGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGATA

CCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAAT

AATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605992 Chironomidae sp. water mite diet isolate 10415-BHL040517-GBD19405_26237-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGACTAGTTGGTACAGGAACAAGACTATTAATTCGTATTAAATTA

ACCCATCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCT

TAGTAATACCAGTTTTTATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATACAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGGGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605993 Chironomidae sp. water mite diet isolate 10514-BHL040517-GBD9893_23201-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAGGACTATTAATTCGTATTGAATT

AACCCATCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTGACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTTCC

TCGAATAATTAATATAAGTTCCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605994 Chironomidae sp. water mite diet isolate 10521-BHL040517-GBD8310_18357-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATA

TTAATTCGAGCTGAATTAGGACATCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCACATGCT

TTTATTATAATTTTTTTTATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCC

CCGATATAGCTTTTCCTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTACTTTT

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID GU565708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605995 Chironomidae sp. water mite diet isolate 10533-BHL040517-GBD11447_22687-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATT

AACCCATCCTGGAGCCTTTTTAGGAAGAGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGAACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW605996 Chironomidae sp. water mite diet isolate 10540-BHL040517-GBD22407_26278-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGGATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605997 Chironomidae sp. water mite diet isolate 10547-BHL040517-GBD15064_25280-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATTTTAATTCGACTAGAATTAGGACACCC

AGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATCTTTTTTATAGTGAT

GCCTATTTTAATTGGAGGCTATGGAAATTGATTAGTACCTTGGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCGAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605998 Chironomidae sp. water mite diet isolate 10560-BHL040517-GBD21049_14779-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGACTAGAACTAGGACA

TCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCATTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW605999 Chironomidae sp. water mite diet isolate 10601-BHL040517-GBD5407_20903-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTGTAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606000 Chironomidae sp. water mite diet isolate 10666-BHL040517-GBD18083_10912-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTCAACCA

GGATCATTCCTAGGAAGAGATCAAATTTATAATGTAATTGTTACAGCACATGCATTTATTATAATTTTTTTCATAGTTATA

CCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606001 Chironomidae sp. water mite diet isolate 10670-BHL040517-GBD28769_15213-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACCAGAATTAGGACA

CCCTGGCACATTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606002 Chironomidae sp. water mite diet isolate 10673-BHL040517-GBD14813_9253-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGCACTTCTTTTAGAATTTTAATTCGAGTAGAATTAGGACA

TCCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCATTTCCGCGAATA

AATAACATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606003 Chironomidae sp. water mite diet isolate 10683-BHL040517-GBD13813_1863-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAGTATTAGGAGCTCCAGATATGGCCTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCCACTACTATCTAGTACATTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606004 Chironomidae sp. water mite diet isolate 10717-BHL101516-GBD11135_4015-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTCTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606005 Chironomidae sp. water mite diet isolate 10749-BHL101516-GBD27373_11025-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTCTTTATTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCCTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606006 Chironomidae sp. water mite diet isolate 10770-BHL101516-GBD16105_28020-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGTCCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGGTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTGGTTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606007 Chironomidae sp. water mite diet isolate 10772-BHL101516-GBD8668_11675-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCTTTTGTAATAATTTTTTTCATAGTTATA

CCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATAAAT

AATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACTGG

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606008 Chironomidae sp. water mite diet isolate 10781-BHL101516-GBD8123_5449-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAACCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTATAG

TTATACCGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCGA

ATAAATAATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ208847, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606009 Chironomidae sp. water mite diet isolate 10789-BHL101516-GBD24176_9105-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATACCGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCGAAT

AAATAATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KJ208847, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606010 Chironomidae sp. water mite diet isolate 10815-BHL101516-GBD7774_15008-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGA

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACG

ACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCCGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606011 Chironomidae sp. water mite diet isolate 10821-BHL101516-GBD23213_10871-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGCACTTCCTTAAGTATACTTATTCGAGCAGAGTTAGGAC

GGCCAGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTATAG

TTGTACCGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCGA

ATAAATAATATAAGATTTTGACTTCTCCCACCATCTCTAATCT-

TACTGATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KJ209337, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606012 Chironomidae sp. water mite diet isolate 10852-BHL101516-GBD8831_20496-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGCACTTCCTTAAGTATACTTATTCGAGCAGAGTTAGGAC

GGCCAGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATACGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCT-

TACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID KJ209337, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606013 Chironomidae sp. water mite diet isolate 10884-BHL101516-GBD12799_24707-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGCTCTTCCTTAAGTATACTTATTCGAGCAGAGTTAGGAC

GGCCAGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTATAG

TTATACCGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCT-

TACTGATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KJ209337, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606014 Chironomidae sp. water mite diet isolate 11009-BHL110116-GBD21631_25625-Lq74 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAAT

CTTAATTCGAGCTGAATTAGGTCATGCTGGATCATTAATCGGAGATGATCAAATTTATAACGTAATTGTTACAGCTCATG

CTTTTGTAATAATTTTTTTTATAGTAATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGC

TCCTGATATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTATTTCCCCCGTCATTAACTTTATTATTATCTAGCTCT

CTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KM102730, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606015 Chironomidae sp. water mite diet isolate 11010-BHL110116-GBD24926_21832-Lq74 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGTATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTTTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTTGGAGCTCCTGATACAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606016 Chironomidae sp. water mite diet isolate 11054-BHL110116-GBD23921_15945-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAGGAC

ATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606017 Chironomidae sp. water mite diet isolate 11064-BHL110116-GBD16942_25778-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACCCAGG

CTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGATACCT

ATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAATAA

TATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606018 Chironomidae sp. water mite diet isolate 11067-BHL110116-GBD16375_26233-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGACTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCTTCAGCAGCAGGAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606019 Chironomidae sp. water mite diet isolate 11068-BHL110116-GBD17464_16986-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606020 Chironomidae sp. water mite diet isolate 11070-BHL110116-GBD8458_14627-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGAACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606021 Chironomidae sp. water mite diet isolate 11081-BHL110116-GBD18968_6153-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606022 Chironomidae sp. water mite diet isolate 11085-BHL110116-GBD6316_10137-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAATAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606023 Chironomidae sp. water mite diet isolate 11088-BHL110116-GBD11502_24765-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAGGAC

ATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTGATCGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KT606986, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606024 Chironomidae sp. water mite diet isolate 11089-BHL110116-GBD25106_11245-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCC

AGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTATAGTAATA

CCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTCGAATAAAT

AACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM919897, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606025 Chironomidae sp. water mite diet isolate 11100-BHL110116-GBD20512_19731-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCCATTTTAATCGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606026 Chironomidae sp. water mite diet isolate 11105-BHL110116-GBD17620_12381-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACATATTTTAATTGGGGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCAC

GACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAA-

TCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR276243, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606027 Chironomidae sp. water mite diet isolate 11110-BHL110116-GBD9182_12195-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAG

GACACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTA

TAGTGATACCTATTTTAATTGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTC

GAATAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606028 Chironomidae sp. water mite diet isolate 11115-BHL110116-GBD17847_7034-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AATCATAAAGATATTGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATT

CGAGCAGAATTAGGACATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGT

AATAATTTTTTTTATAGTTATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGA

TATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTA

GAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID KP697581, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606029 Chironomidae sp. water mite diet isolate 11122-BHL110116-GBD21222_26050-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCATTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606030 Chironomidae sp. water mite diet isolate 11134-BHL110116-GBD15207_10806-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGGATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTCTTTCTTGTA

ATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACT

AAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KR751697, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606031 Chironomidae sp. water mite diet isolate 11144-BHL110116-GBD17819_11449-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTATGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGTAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTAACTTTGATATTAGGAGCTCCTGATATAGCATGTCCACGAAT

AAAAAATATAAGAGTTTGATTATTACCCCCTTCATTAACCTTACTTATATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606032 Chironomidae sp. water mite diet isolate 11152-BHL110116-GBD16660_22048-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAGTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606033 Chironomidae sp. water mite diet isolate 11156-BHL110116-GBD9540_12998-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCTCTTATACTTGGAGCCCCTGATATAGCCTTTCCTCG

AATAAATAACATAAGATTCTGGTTACTACCTCCCTCTATAACTCTGCTTCTTTCTAGAACAATAGTGGAAAATGGAGCTA

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606034 Chironomidae sp. water mite diet isolate 11164-BHL110116-GBD20829_26403-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGACA

CCCAGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606035 Chironomidae sp. water mite diet isolate 11167-BHL110116-GBD16480_19250-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAGGAC

ATCCAGGAACTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCAGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606036 Chironomidae sp. water mite diet isolate 11168-BHL110116-GBD10947_15987-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAG

GACATCCAGGAACTTTAATCGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTCG

AATAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606037 Chironomidae sp. water mite diet isolate 11173-BHL110116-GBD16302_4380-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATAGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTCG

AATAAATAACATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606038 Chironomidae sp. water mite diet isolate 11178-BHL110116-GBD28377_14652-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGATCATTAATAGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606039 Chironomidae sp. water mite diet isolate 11182-BHL110116-GBD10221_11528-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGCA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606040 Chironomidae sp. water mite diet isolate 11187-BHL110116-GBD25875_11486-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGTACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATCGGAGGGTTTGGAAATTGACTATTACCTCTTATACTTGGAGCCCCTGATATGGCCTTTCCTCG

AATAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTACTTTACTACTATCTAGATCAATAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606041 Chironomidae sp. water mite diet isolate 11197-BHL110116-GBD18581_18638-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACCTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTCG

AATAAATAACATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606042 Chironomidae sp. water mite diet isolate 11203-BHL110116-GBD21628_17447-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAT

GACATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATATTGATTGGAGGCTTTGGAAACTGACTATTACCACTAATACTTGGAGCCCCTGATATGGCCTTTCCAC

GAATAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTACCTTGCTTCTTTCTAGAGCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606043 Chironomidae sp. water mite diet isolate 11210-BHL110116-GBD19245_13669-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAAAATTAG

GACATCCTGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTAATTGGAGGATTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTCG

AATAAATAACATAAGATTCTGATTACTACCTCCGTCTATTACTTTGCTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606044 Chironomidae sp. water mite diet isolate 11220-BHL110116-GBD12291_3353-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTCGGTCA

CCCAGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCTCCTGATATAGCATTCCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTATTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606045 Chironomidae sp. water mite diet isolate 11224-BHL110116-GBD21134_27810-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGAAATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

GAAAAAAAATAAGATATTGATTAGTACCCCCGTCAGTAACCGTACATTTATCAAGAGCAAGAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606046 Chironomidae sp. water mite diet isolate 11232-BHL110116-GBD26886_19740-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTAGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCTAGCAAAATTAGGACATGCAGG

CTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGATACCT

ATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAATAAT

ATAAGATTTTGATTATTACCACCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606047 Chironomidae sp. water mite diet isolate 11233-BHL110116-GBD3553_17004-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCA

CGCTGGTTCCTTAACTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCGATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606048 Chironomidae sp. water mite diet isolate 11237-BHL110116-GBD27623_10298-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTCGGTCA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTAGTGGCTCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606049 Chironomidae sp. water mite diet isolate 11238-BHL110116-GBD6214_21981-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGGTCGGGAATAGTCGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGATCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCATCATTAACCCTACTTTTATCAAGAAAAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606050 Chironomidae sp. water mite diet isolate 11242-BHL110116-GBD25033_11310-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGTATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGAGATCCTGATATAGCTTTTCCCCGAATA

AATAACATAAGATTTTGATTAATACCCCCATCATTAACCCTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606051 Chironomidae sp. water mite diet isolate 11243-BHL110116-GBD12242_16185-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACTTTATATTTTATTTTTGGAGCCTGATCGGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCG

GTCACGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTAT

AGTAATACCTGTTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTCG

AATAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606052 Chironomidae sp. water mite diet isolate 11265-BHL110116-GBD26063_12766-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAGTTCGACTAGAATTAGGACA

CCCAGGTTCCTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCATTTCCGCGAA

TAAATAACATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606053 Chironomidae sp. water mite diet isolate 11271-BHL110116-GBD9179_22423-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTCG

GACATCCAGGTACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATTGGAGGCTTTGGAAATTGACTATTACCACTTATACTGGGAGCCCCTGATATAGCCTTCCCTCG

AATAAATAATATAAGATTCTGATTACTACCTCCGTCTATTACTTTGCTACTATCTAGATCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606054 Chironomidae sp. water mite diet isolate 11283-BHL110116-GBD18469_24796-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGACCAGAATTAGGACA

CCCTGGCTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTTGGGGCTCCTGATATAGCATTTCCGCGAAT

AAATAATATAAGATTTTGATTATCACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606055 Chironomidae sp. water mite diet isolate 11292-BHL110116-GBD22560_13646-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTCGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

TCCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCACGAATA

AATAATATAAGATTTTGATTATTGCCCCCATCATTAACCTTATTTTTATCTAGATCAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606056 Chironomidae sp. water mite diet isolate 11295-BHL110116-GBD23787_8748-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAGTTGGAACTTCTTTAAGAATTCTAGTTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606057 Chironomidae sp. water mite diet isolate 11296-BHL110116-GBD12020_27087-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAACTAGGACA

CCCAGGCTCATTTATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606058 Chironomidae sp. water mite diet isolate 11302-BHL110116-GBD24730_19282-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAGGA

CATCCAGGATCTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATGATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGCTTTGGAAATTGACTAGTACCTCTTATACTTGGTGCCCCTGATATAGCCTTTCCGCGAA

TAAATAACATAAGATTCTGATTACTACCTCCGTCAATAACCTTGCTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR292221, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606059 Chironomidae sp. water mite diet isolate 11310-BHL110116-GBD2152_12890-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

ACCAGGCACATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTCATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTCTGACTATTACCCCCCTCATTAACCGTACTTCTATCAAGATCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606060 Chironomidae sp. water mite diet isolate 11317-BHL110116-GBD27583_9245-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCCGATATAGCATTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606061 Chironomidae sp. water mite diet isolate 11320-BHL110116-GBD12600_6104-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCGAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATAGTAGAGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGAGTTTGATTATTACCCCCATCATTAACCATGCCAATATCAAGAACAAGAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606062 Chironomidae sp. water mite diet isolate 11322-BHL110116-GBD15167_10320-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAACTCGGACA

CCCAGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCTCCTGATATAGCATTCCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606063 Chironomidae sp. water mite diet isolate 11328-BHL110116-GBD23123_12071-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGATCTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCTTTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATTGGAGGCTTTGGAAATTGACTATTACCACTAATACTTGGAGCCCCTGATATGGCCTTTCCTCG

AATAAATAACATAAGATTCTGGTTGCTACCTCCATCTATATCTTTGCTACTATCTAGATCAATTGTGGAAAATGAAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606064 Chironomidae sp. water mite diet isolate 11341-BHL110116-GBD9402_21784-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCAACTAGAATTAGGACA

CCCAGGCTCATTAATCGAAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACGTCTTCCCCCCTCTTTAAC---

TCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606065 Chironomidae sp. water mite diet isolate 11349-BHL110116-GBD6859_25426-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGTACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTAATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATAGCATTTCCTCG

AATAAATAACATAAGATTATGATTACTACCTCCGTCTATAACTTTACTACTATCTAGATCAATAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606066 Chironomidae sp. water mite diet isolate 11350-BHL110116-GBD26132_13794-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTCTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCACG

AATAAATAACATAAGATTCTGGTTACTACCACCGTCTATTACTTTGCTTCTATCTAGAAGAATAGTTGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606067 Chironomidae sp. water mite diet isolate 11354-BHL110116-GBD27442_13286-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTTAGAATTTTAATTCGACTAGAATTAGGACA

TCCAGGTTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTCCCTTTGATATTAGGAGCTCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606068 Chironomidae sp. water mite diet isolate 11363-BHL110116-GBD20284_18047-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGACTATTACCCCCTTCATTAACCTTACTTTTATCAAGTAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606069 Chironomidae sp. water mite diet isolate 11366-BHL110116-GBD16566_18315-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTCATTTTTGGTGCCTGATCAGGAATAGTAGAAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCCCGG

AACTTTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATACCA

ATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAATAA

TATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGGACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606070 Chironomidae sp. water mite diet isolate 11372-BHL110116-GBD11090_22347-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTATTGCCCCCATCATTAACCTTATTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606071 Chironomidae sp. water mite diet isolate 11374-BHL110116-GBD26150_13124-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTCGGACA

CCCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATAGTAGGAGCACCTGATATAGCATTCCCGCGAAT

AAATAATATAAGATTTTGATTATTTCCCCCGTCATTAACCTTATTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606072 Chironomidae sp. water mite diet isolate 11375-BHL110116-GBD25732_7160-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTTATTGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCTTTTCCCCG

AATAAATAACATAAGATTCTGATTACTACCTCCGTCTATTTCCCTGCTTCTTTCAAGAACATTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606073 Chironomidae sp. water mite diet isolate 11377-BHL110116-GBD15051_23970-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAGGACATCCAGG

CTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATACCA

ATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAATAA

TATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606074 Chironomidae sp. water mite diet isolate 11379-BHL110116-GBD23551_21682-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

ACCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATGTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCTGATATAGCTTTGCCGCGAA

TAAATAATATAAGATTTTGATTATTGCCCCCTTCATTAACCTTATTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606075 Chironomidae sp. water mite diet isolate 11382-BHL110116-GBD14266_26218-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCTTTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTTCCACTTATACTAGGAGCCCCTGATATAGCCTTTCCCCG

AATAAATAACATAAGATTCTGATTACTACCCCCGTCTATTACCTTGCTTCTATCAAGAAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606076 Chironomidae sp. water mite diet isolate 11386-BHL110116-GBD14053_20124-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTCGGACA

CCCTGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTGATATTAGGAGCTCCTGATATAGCATTTCCGCGAAT

AAATAATATAAGTTTTTGATTATTTCCCCCTTCATTAACCTTATTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606077 Chironomidae sp. water mite diet isolate 11499-BHL101516-GBD4473_8475-Lq80 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAATTGGAGATGATCAAATTTGTAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATTGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTCG

AATAAATAACATAAGATTCTGGTTACTACCCCCGTCTATTACCTTGCTTCTATCTAGAACAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606078 Chironomidae sp. water mite diet isolate 11667-BHL101516-GBD10788_7288-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTGGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTAGGAAACTGATTAGTTACTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAAAATTAATGTTATCGAGAGCAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606079 Chironomidae sp. water mite diet isolate 11773-BHL101516-GBD18686_16002-Lq82 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACG

ACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATAGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606080 Chironomidae sp. water mite diet isolate 12203-BHL040517-GBD20141_10239-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCC

ACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606081 Chironomidae sp. water mite diet isolate 12252-BHL040517-GBD20508_26676-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATAGGAGACGATCAAATTTATAATGTCATTGCTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACCTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606082 Chironomidae sp. water mite diet isolate 12267-BHL040517-GBD21080_23157-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATT

AACCCATCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCGGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606083 Chironomidae sp. water mite diet isolate 12274-BHL040517-GBD21464_5759-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCT

CAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCTCATGCATTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTAGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGA

ATAAATAATGTAAGTTTTTGACTTTTACCCCCTTCATTATCTTTACTTCTTTCTAGTTCAATCGCAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID KR293527, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606084 Chironomidae sp. water mite diet isolate 12286-BHL040517-GBD20936_24779-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATGGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTCATTATAATT

TTCTTTATAGTTATACCAGTTTTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATGGCC

TTCCCACGACTTAACAATATAAGATTTTGACTTCTACCACCTTCACTAATCCTACTGGTTTCTTCTGCTGCAGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW606085 Chironomidae sp. water mite diet isolate 12297-BHL040517-GBD15073_15616-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCCTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAAAATTAGGAGCACCTGCTATGGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCCTCTCTTACTCAT--

CTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606086 Chironomidae sp. water mite diet isolate 12313-BHL040517-GBD28066_18005-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGTAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGACT

AAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606087 Chironomidae sp. water mite diet isolate 12331-BHL040517-GBD24763_18061-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGTACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGACT

TAACAATTTAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606088 Chironomidae sp. water mite diet isolate 12334-BHL040517-GBD22184_13206-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCGGTTAATTCGAGCAGAATTAGGACAAAGAG

GGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGCTATACC

TATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCGAATAAATA

ATATAAGATTTTGACCTTTACCCCCTTCCTTAACATTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606089 Chironomidae sp. water mite diet isolate 12350-BHL040517-GBD28930_12312-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCACGAATA

AATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTATTATTATCTAGCGCTGTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606090 Chironomidae sp. water mite diet isolate 12359-BHL040517-GBD23647_8163-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTA

GGACAAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606091 Chironomidae sp. water mite diet isolate 12371-BHL040517-GBD7271_6281-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGTATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATGCTTGGAGCACCAGATAAGGCCTTCCCACGAC

TTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCA---

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606092 Chironomidae sp. water mite diet isolate 12434-BHL040517-GBD27950_14764-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATACTTAATCTTAGTAGTATGAGCAGGAATAGTTGGTACACGAACAAGACTATTAATTCGTATTGAATT

AACCCATCCTGGAGCCTTTTTAGGAAAAGACCAACTATATAATACCTTAGTTACCGCACATGCATTTTTAATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATAATTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606093 Chironomidae sp. water mite diet isolate 12439-BHL040517-GBD24836_12348-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTGTATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGAAC

ATCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGGCTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606094 Chironomidae sp. water mite diet isolate 12469-BHL040517-GBD14275_26255-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTCTT

TCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCC

ACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606095 Chironomidae sp. water mite diet isolate 12535-BHL040517-GBD26773_7772-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGACA

CCCAGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTTGGAGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606096 Chironomidae sp. water mite diet isolate 12584-BHL040517-GBD16990_5274-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCATGAGCAGGTATAGTAGGGACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGT

CACGCTGGTTCTTTAATCGGAGACGTTCAAATTGATAATGTAATTGTTACCGCACACGCTTTTGTAATAATTTTTTTTATA

GTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCG

AATAAATAATATAAGTTTTTGATTATTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606097 Chironomidae sp. water mite diet isolate 12613-BHL040517-GBD14328_9703-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGTCA

CCCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCTGATATAGCATTCCCGCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTACTATTATCTAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606098 Chironomidae sp. water mite diet isolate 12675-BHL040517-GBD24599_19495-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTCTTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTACTTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAACTTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGAATTTGATTATTACCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGGAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606099 Chironomidae sp. water mite diet isolate 12693-BHL040517-GBD10047_23653-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAAAATTTTAATTCGAGCAGAACTCGGTCACGCTGGT

TCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTATAGTTATACCAA

TTTTAATTGGTGGATTTGGAAATTGGCTTTTACCTTTAATACTTGGAGCCCCTGATATGGCCTTTCCACGAATAAATAATA

TAAGATTTTGACTTTTACCCCCATCTATCACATTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KP043758, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606100 Chironomidae sp. water mite diet isolate 12694-BHL040517-GBD15139_5081-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GACACTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACACCTTTAAGAATATTAATTCGAGCAGAATTAGGGC

ACCCAGGAACATTGATTGGGGATGATCAAATTTACAATGGAATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAACTGGTCGATTTGGAAATTGGCTTTTACCTTTAATACTGGGAGCCCCTGATATGGCCTTTCCACGAA

TAAATAATATAAGATTTTGACTTTTACCCCCATCTATTTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KP043758, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606101 Chironomidae sp. water mite diet isolate 12712-BHL040517-GBD25592_25115-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGATGATCAAATTTATAATGTTATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAAGATTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606102 Chironomidae sp. water mite diet isolate 12724-BHL040517-GBD26008_15236-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGCCTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCGAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606103 Chironomidae sp. water mite diet isolate 12767-BHL040517-GBD24071_24735-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CACTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCTCCTGATATAGCATTTCCGCGAATA

AATAATATAAGATTTTGATTATTTCCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606104 Chironomidae sp. water mite diet isolate 12779-BHL040517-GBD6345_22160-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGACTCATTAATCGGAGACGATCAAATTTATAGTGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATACAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTTTCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606105 Chironomidae sp. water mite diet isolate 12781-BHL040517-GBD10394_19916-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGGTCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAACATTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACTCTATTACTATCAAGCTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606106 Chironomidae sp. water mite diet isolate 12793-BHL040517-GBD24993_21079-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGTAATTGACTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTACTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606107 Chironomidae sp. water mite diet isolate 12797-BHL040517-GBD17826_8315-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GACACTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACATCTTTAAGAATATTAATTCGAGCAGAATTAGGGC

ACCCAGGAACATTGATTGGGGATGATCAAATTTACAATGTAATTGTAGCAGCCCATGCTTTTATTATAATTTTTTTTATAC

TTATACCAATTTTAATTGGTGGATTTGGAAATTGGCTTTTACCTTTAATACTTGGAGCCCCTGATATGGCCTTTCCACGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGT-

TATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KP043758, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606108 Chironomidae sp. water mite diet isolate 12837-BHL040517-GBD17879_21613-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATA

TTAATCCGAACGGAATTAGGTCATCCTGGGACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCT

TTTATTATAATTTTTTTTATAGTAATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCC

CTGATATAGCATTCCCTCAAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCT

AGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID KM102730, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606109 Chironomidae sp. water mite diet isolate 12845-BHL040517-GBD27268_23102-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATT

TTAATTCGAGCAGAACTAGGTCATCCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCT

TTTGTAATAATTTTTTTTATAGTTATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCAC

CTGATATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTACTATCTAGGTCAAT

AGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KM102730, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606110 Chironomidae sp. water mite diet isolate 12868-BHL040517-GBD6295_7295-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTATTTCGAGCAGAACTCGGTCA

CGTTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGATCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606111 Chironomidae sp. water mite diet isolate 12882-BHL040517-GBD4214_8333-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGTCTGATCAGATATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAGTAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAACCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCATTAACTTTATTATGATCGAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606112 Chironomidae sp. water mite diet isolate 12899-BHL040517-GBD24572_25756-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGCACATCTTTAAGAATTTTAATTCGAGTAGAATTAGGTCA

CGCTGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTGATATTAGGAGCCCCTGATATAGCATTCCCGCGAA

TAAATAATATAAGATTTTGATTATTTCCCCCGTCATTAACCTTACTATTATCAAGCTCACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606113 Chironomidae sp. water mite diet isolate 12916-BHL040517-GBD26534_14614-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGATCAGAATTATGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATACTGTAATTGTTACATCTCATGCATTTGTACTAATTTTTTTTATACTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAA

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606114 Chironomidae sp. water mite diet isolate 12923-BHL040517-GBD5928_14450-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACATCTTTAAGAATATTAATTCGAGCAGAATTAGGACA

TCCAGGAACATTGATTGGGGATGATCAAATTTACAATGTAATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KM994396, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606115 Chironomidae sp. water mite diet isolate 12937-BHL040517-GBD7269_6307-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCCTTAAGTATTCTAATTCGAGCAGAATTAGGACAT

GCTGGCACATTAATTGGAGACGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAACAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606116 Chironomidae sp. water mite diet isolate 12943-BHL040517-GBD6660_4734-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTCCCGTTAATATTAGGAGCCCCCGACACAGCATTCCCTCGAAT

AAATAATATAAGGTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606117 Chironomidae sp. water mite diet isolate 12947-BHL040517-GBD24287_23879-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGTACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGATCATTTATTGGAGACGATCATATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCATTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606118 Chironomidae sp. water mite diet isolate 12963-BHL040517-GBD19125_24553-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTTGGAGCTTGATCAGGCATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGCAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATAAAAGTTTTTGATTATTGCCCCTATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606119 Chironomidae sp. water mite diet isolate 12967-BHL040517-GBD6314_14699-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATCTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTAGAATTAGGAC

ATGCAGGCTCATTATTTGGAGACGATCAAATTTATAATGTAATTGTTACACCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTACCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAGCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606120 Chironomidae sp. water mite diet isolate 12969-BHL040517-GBD25509_23561-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606121 Chironomidae sp. water mite diet isolate 12973-BHL040517-GBD16236_14966-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTTAGAATTTTAATTCGAGCAGAATTAGGACATTCAG

GCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATACC

AATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAATA

ATATAAGATTTTGATTGTTACCCCCATCATTAACATTATTATTATCAAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606122 Chironomidae sp. water mite diet isolate 12975-BHL040517-GBD21691_10879-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACATGATATGGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTGTTGCCCACATCATTAACTTTATGATGATCGAGAACAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606123 Chironomidae sp. water mite diet isolate 12984-BHL040517-GBD7236_13207-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTCATTGGAGAAGATCAACTTTATAATGTCCTTGTTACAGCTCATGCTTTTTTAATAATTTTTTTTATAGTTA

TACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGATTTTGAATGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606124 Chironomidae sp. water mite diet isolate 12986-BHL040517-GBD5838_8509-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

AAGCAGGATCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAGTCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTCTCCCACGA

ATAAATAATATAAGTTTCTGACTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606125 Chironomidae sp. water mite diet isolate 12992-BHL040517-GBD27520_8700-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGTAGAATTAGGACAA

GCAGGCTCATTCCTTGGAGACGATCAACTTTATAATATAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAGCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606126 Chironomidae sp. water mite diet isolate 12994-BHL040517-GBD8019_16742-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGGACATGCA

GGCTCATTAATTGGAGACGATCAAATTTATAATGTAGTTGTTACAGTTCATGCTTTTGTAATAATTTTTTTTATAGTTATAC

CAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAAT

AATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606127 Chironomidae sp. water mite diet isolate 12995-BHL040517-GBD25786_6948-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGGATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGGC

AGGCTGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606128 Chironomidae sp. water mite diet isolate 12998-BHL040517-GBD26684_14635-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTATCGGAGCTTGATCATGAATAGTTGTAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

AGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGATTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTAGGAAACTGACTAGATCATTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGATGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606129 Chironomidae sp. water mite diet isolate 12999-BHL040517-GBD20874_3387-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAACTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTGCCTTTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGACTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606130 Chironomidae sp. water mite diet isolate 13005-BHL040517-GBD6336_7733-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAAAAATAAAAGGTTTTGAATGGTGCCCCCATCATTAACCTTATTATTATCCAGAACAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606131 Chironomidae sp. water mite diet isolate 13008-BHL040517-GBD14035_18104-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAACAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGTGGGTTTGGAAATTGGCTTTTACCTTTAATACTCGGGGCCCCTGATATAGCCTTTCCACGAATAA

ATAATATAAGATTTTGACTTTTACCCCCATCTATTTCATTACTTCTTTCTAGATCAATTGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KP043758, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606132 Chironomidae sp. water mite diet isolate 13012-BHL040517-GBD10594_4745-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTCTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGACAT

GCAGGCTCATTAACTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACAGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTCTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606133 Chironomidae sp. water mite diet isolate 13014-BHL040517-GBD5260_20252-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGAGCAGGAATAGTTGGAACTGCTTTAAGAATTCTAATTCGAGCAGAATTATGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTACTTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATATTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTCTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606134 Chironomidae sp. water mite diet isolate 13023-BHL040517-GBD13100_4316-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TCCTGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCATTAACTTTATTATTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606135 Chironomidae sp. water mite diet isolate 13033-BHL040517-GBD15888_10093-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTAGAACTTCTTTTAGAATTCTAATTCGAGCTGAATTATGTCAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATATCATTCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGATTTTGATTGTTGCCACCATCATTAACTTTATTATTATCTAGAGCAACTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606136 Chironomidae sp. water mite diet isolate 13037-BHL040517-GBD22599_26046-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGGGCTTGATCCGGAATAGTTGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATTAGGAC

ATCCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCCTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTGTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606137 Chironomidae sp. water mite diet isolate 13038-BHL040517-GBD8382_14424-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AATCATAAAGATATTGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATT

CGAGCAGAATTAGAACATGCAGGCTCATTAATTGGAGACGATCAAGTTTATAATGTAATTGTTACTGCACATGCATTCCT

AATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGA

TATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCATCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTA

GAAAATGGAGCTGGAACGGG

Using NCBI BLASTN in June 2018, this sequence was 82.8% 

identical to accession ID KP697581, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606138 Chironomidae sp. water mite diet isolate 13039-BHL040517-GBD16994_10022-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TCCAGGCACTTTCATTGGAGACGATCAAATTTATAATGTTATTGTTACAGTTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606139 Chironomidae sp. water mite diet isolate 13040-BHL040517-GBD10163_8240-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTATATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TCCAGGAACATTGATTGGGGATGATCAAATTTACAATGTAATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGGCTTTTACCTTTAATACTCGGGGCCCCTGATATAGCCTTTCCACGAAT

AAATAATATAAGATTTTGACTTTTACCCCCATCTATTTCATTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KP043758, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606140 Chironomidae sp. water mite diet isolate 13041-BHL040517-GBD7283_11977-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

TCCAGGATCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTGTTGCCACCATCATTAACTTTATTATTATCTAGAACAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606141 Chironomidae sp. water mite diet isolate 13052-BHL040517-GBD13451_25104-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATACTAATTCGAGCAGAATTAGGTCA

TCCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTTCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTACTATCAAGAACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606142 Chironomidae sp. water mite diet isolate 13066-BHL040517-GBD15207_25211-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGCATAGTTGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCGTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606143 Chironomidae sp. water mite diet isolate 13068-BHL040517-GBD25268_16872-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AATCATAAAGATATTGGAACACTTTCTTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATT

CGAGCAGAATTAGGACATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGT

AATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGA

TATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTA

GAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.9% 

identical to accession ID KP697581, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606144 Chironomidae sp. water mite diet isolate 13074-BHL040517-GBD7470_20285-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCATGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGCATTAGGACA

TGCATGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGATCATGCTTTTGTAATAATTTTTTTTATAGTT

AGACCAATCTTAATTGTAGGATTTGGAAACCGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCACCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606145 Chironomidae sp. water mite diet isolate 13081-BHL040517-GBD23275_18378-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGCATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAAGAGAAACTGATATGGCTTTCCCACGAAT

AAATAATATAAAATTTTGATTGTTGCCCCCATCATTAACGGTATTATTATCTAGAGCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606146 Chironomidae sp. water mite diet isolate 13083-BHL040517-GBD19902_22431-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGCACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TCCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTGTTGCCCCCATCAATAACCTTATTATTATCTGGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606147 Chironomidae sp. water mite diet isolate 13085-BHL040517-GBD25201_18906-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGAC

ATGCTGGCTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCCCCTGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTGCCCCCGTCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606148 Chironomidae sp. water mite diet isolate 13088-BHL040517-GBD28771_19369-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGATCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGACATGGCTTTCCCACGA

ATAAATAATATAAGTTTCTGACTGTTGCCCCCCTCACTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606149 Chironomidae sp. water mite diet isolate 13093-BHL040517-GBD21568_3380-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAGGACA

TCCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTAATATCTAGATCAATTGTGGAGAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606150 Chironomidae sp. water mite diet isolate 13095-BHL040517-GBD2830_10023-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTACTGGATTTTCGGAGATTGATCTGGAATAGTAGGAACTTCTTGAAGAATTCTAATTCGAGTAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGCTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTATTGATTGTTGCCCCCATCATTAACTTGATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606151 Chironomidae sp. water mite diet isolate 13097-BHL040517-GBD27156_10313-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATGCTAATTCGAGCAGAATTAGGAC

ATGCAGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGTTTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTTTTTCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606152 Chironomidae sp. water mite diet isolate 13100-BHL040517-GBD27161_20862-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCCTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCACATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATCTTAATTGGAGGATTTGGTAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAAAATAAGTTTTTGATTATTGCCCCCATCATTAACTTTATTATTATCTAGATCATTTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606153 Chironomidae sp. water mite diet isolate 13103-BHL040517-GBD11005_15007-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

CCAGGAACATTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTTCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606154 Chironomidae sp. water mite diet isolate 13104-BHL040517-GBD19882_24632-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGATTTAGGCCA

TCCAGTCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTATTGCCCCCATCATTAACGTTATTATTATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606155 Chironomidae sp. water mite diet isolate 13105-BHL040517-GBD26267_8047-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGGACATTAATTGGAGACGATAAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTGTAATATTAGGAGAACTTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTGATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606156 Chironomidae sp. water mite diet isolate 13107-BHL040517-GBD9986_22148-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGAATTGGAAACTGACTAGTTCCTTTAATATTAGGATCACCAGATATGGCTTTCCCACGA

ATAAATAATATAAGTATTTGATTGTTGCCCCAATCATTAACATTATGATTATCTAGATCAATAGTGGAAAATGGAGCAGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606157 Chironomidae sp. water mite diet isolate 13115-BHL040517-GBD13987_10110-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGTAATAGTTAGGACTTCTTTGAGAATTCTGATTCGAGCAGACTTAGAACA

TGCAGGCTTATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606158 Chironomidae sp. water mite diet isolate 13116-BHL040517-GBD22630_7204-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGCGCTTGATCAGGACTAGTTGGAACTTCTTTATGTATTCTAATTCGAGCTGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTTTAATCTAATTGTCACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCAATCTTAATTGAAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606159 Chironomidae sp. water mite diet isolate 13121-BHL040517-GBD23535_4671-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACAGTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGTGCTTCTTTAAGTATTCTAATTCGAGCAGAATTAGGTCAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTATTTGTTACAGATCATGCTTTTGTAATAATTTTTTCTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606160 Chironomidae sp. water mite diet isolate 13125-BHL040517-GBD22549_15102-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGAACATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTTTTTATAG

TTATACCCATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTCTGATTGTTGCCCCCATCATTAACTTTACTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606161 Chironomidae sp. water mite diet isolate 13126-BHL040517-GBD7797_9392-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATCCTGGCACATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGATTGCTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606162 Chironomidae sp. water mite diet isolate 13127-BHL040517-GBD25969_11435-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTATCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATTTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAATGGACTAGTTCCTCTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGCTGCCCCCATCATTAACTTTATTATTATCTAGATCAACTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606163 Chironomidae sp. water mite diet isolate 13129-BHL040517-GBD22310_18614-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGAGAATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTACCCCCATCATTAACTTCATTATTATCTAGATCTATCGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606164 Chironomidae sp. water mite diet isolate 13131-BHL040517-GBD10929_11087-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACCGGATCT---

AGAATCTTAATTCGAGCAGAATTAGGACATCCAGGAACATTGATTGGGGATGATCAAATTTACAATGTAATTGTAACAG

CCCATGCTTTTATTATAATTTTTTTTATAGTTATACCTATTTTAATTGGTGGGTTTGGAAATTGGCTTTTACCTTTAATACTC

GTGGCCCCTGATATAGCCTGTCCACGAATAAATAATATAAGATTTTGACTTTTACCCCCATCTATTTCATTACATCATTCTA

GATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KP043758, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606165 Chironomidae sp. water mite diet isolate 13137-BHL040517-GBD9695_5032-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTGGGAC

ATGCAGGCACATTAATTGGAGACTATCAAACTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCATTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGATTTTGATTGTTGCCACCATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606166 Chironomidae sp. water mite diet isolate 13138-BHL040517-GBD4572_9419-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTCGGGGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTCATTGGAGAAGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTCTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTCTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATCGTGGAAAATGGAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606167 Chironomidae sp. water mite diet isolate 13147-BHL040517-GBD9975_6026-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTTGAACTTCTTTAAGAATTCTAATTCGTGCAGTATTATGACA

TGCAGTCTTATTAATTGGAGACTATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTACCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606168 Chironomidae sp. water mite diet isolate 13148-BHL040517-GBD25163_22415-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGGATTGGTGGAACTTCTTTTAGAATTCTAATTCGAGCCGGATTTGGACAT

GCAGGCTCATTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606169 Chironomidae sp. water mite diet isolate 13160-BHL040517-GBD9830_12948-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGTTTGATCAGGAATAGTTGGAACTTCATTTAGAATTCTAATTCGAGTTGAATTATGACAT

GCAGGCTCATTAATTGGAGGCGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAGTCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCAGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAGCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606170 Chironomidae sp. water mite diet isolate 13161-BHL040517-GBD7579_4301-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTCGTAGCTTGATCTGGAATAGTTGGAACTTCTTTTAGAATTTTAATTCGAGCAGAATTAGGACAT

ACAGGCTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTTA

TACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606171 Chironomidae sp. water mite diet isolate 13162-BHL040517-GBD19070_17260-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGAAACTGATATGGCTTTCCCACCAA

TAAATAATAAAAGTTTTTGATTGTTGCCCCCATCATTAAATTTATGATTATCTAGAACAATTGGGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606172 Chironomidae sp. water mite diet isolate 13224-BHL040517-GBD28735_18045-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACTCA

GGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAATGATA

CCTATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606173 Chironomidae sp. water mite diet isolate 13228-BHL040517-GBD13124_12029-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGTATGGTAGGTACATCTTTAAGAATTTTGATTCGAGCAGAACTCGGTC

ACGCTGTTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGGTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAAAAAAAAAAGTTTTTGATTACCTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606174 Chironomidae sp. water mite diet isolate 13235-BHL040517-GBD24354_13064-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGATCACGCT

GGTTCTTTAATCGGTGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTTATAC

CAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606175 Chironomidae sp. water mite diet isolate 13255-BHL040517-GBD15588_26072-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATCGTTACCGCTCACGCATTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATATCATTCCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACACTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606176 Chironomidae sp. water mite diet isolate 13258-BHL040517-GBD8077_11182-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAATTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGATCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606177 Chironomidae sp. water mite diet isolate 13283-BHL040517-GBD9296_26557-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAATAGGAACATCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CTCTGGTTCTTTAATCGGAGACGATCAAATATATAATGGAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGATCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606178 Chironomidae sp. water mite diet isolate 13296-BHL040517-GBD25805_11073-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACAC

GCTGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTATTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606179 Chironomidae sp. water mite diet isolate 13301-BHL040517-GBD6196_9303-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTCAATTCGAGCTGAATTAGGACATCCT

GGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTTATAC

CAATTTTAATTGGAGGATTTGGTAATTGACTATTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTATCAAGAAGTATTATAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606180 Chironomidae sp. water mite diet isolate 13302-BHL040517-GBD21476_11369-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGGACTCGGTCACGCT

GGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAATAC

CAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606181 Chironomidae sp. water mite diet isolate 13310-BHL040517-GBD3279_18422-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGAGAGCCCCTTATATATCATTCCCTCCACT

AAATAATATAAGTTTTTTATTATTTCCCCCTTCATTAACATTATTATTATCTAGCTCTCTAGTTGAAACTGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606182 Chironomidae sp. water mite diet isolate 13313-BHL040517-GBD20813_11106-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCATG

CTGGTTCTTTAATCGGTGACGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATAAA

TAATATAAGATTTTGATTACTACCCCCGTCATTAACTTTATTATTATCTAGCACACTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606183 Chironomidae sp. water mite diet isolate 13324-BHL040517-GBD21098_16829-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGAACATGCATTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTAGTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCACTAACATTATTACTATCAAGAAGTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606184 Chironomidae sp. water mite diet isolate 13330-BHL040517-GBD28096_20914-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCCTTAAGTATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGTAATTGACTAGTGCCATTAATACTAGGAGCCCCTAATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTGCAAGAAGAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606185 Chironomidae sp. water mite diet isolate 13341-BHL040517-GBD13949_18058-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGAACAGGAATAGTTGGAACCTCCTTAAGAATATTAATTCGAGCTGAATTAGGACATCA

TGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAGTGATA

CCTTTTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAAT

AATATAAGATTTTGAATATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606186 Chironomidae sp. water mite diet isolate 13345-BHL040517-GBD26035_11028-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAG

CAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATA

ATTTTCTTCATAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTAATATTAGGAGCACCAGATACG

GCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID JF412118, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW606187 Chironomidae sp. water mite diet isolate 13348-BHL040517-GBD25701_22207-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATTGGAGATGACCAAATTTATAATGTTATTGTTACCGCTCACGCCTTTGTTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606188 Chironomidae sp. water mite diet isolate 13368-BHL040517-GBD13450_28030-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCACGCTG

GTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGATACC

TATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAAATAA

TATAAGTTTTTGTTTATTACCCCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KM991192, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606189 Chironomidae sp. water mite diet isolate 13370-BHL040517-GBD8096_22060-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACATCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTCTGATATTAGTGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606190 Chironomidae sp. water mite diet isolate 13387-BHL040517-GBD4162_11764-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

TCCTGGTTCTTTTATCGGTGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTAGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606191 Chironomidae sp. water mite diet isolate 13394-BHL040517-GBD27351_12287-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGTATCTTTATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTTATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAATT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCTTCATTAACTTTATTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606192 Chironomidae sp. water mite diet isolate 13395-BHL040517-GBD25097_19154-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606193 Chironomidae sp. water mite diet isolate 13396-BHL040517-GBD22971_23916-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

TACTGGTTCTTTAATCGGTGACGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCTCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCACCGTCATTAACTTTATTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606194 Chironomidae sp. water mite diet isolate 13404-BHL040517-GBD15758_23122-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACATCCT

GGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTCACTGCACATGCTTTCATTATAATTTTTTTTATAGTTATAC

CTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGCTACAGCTTTTCCGCGAATGAAT

AATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606195 Chironomidae sp. water mite diet isolate 13415-BHL040517-GBD29225_17157-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGATTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCAGGAACGGGAGGAGGAGCGAGCGCGCGAGGGGAAAAGGGAGCGGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606196 Chironomidae sp. water mite diet isolate 13426-BHL040517-GBD18208_22335-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCATTCCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606197 Chironomidae sp. water mite diet isolate 13432-BHL040517-GBD6774_10615-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGGACATCTTTAAGAATTTTAATTCGAGCAGAATTAGGTC

ACGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGTGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACATTATTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606198 Chironomidae sp. water mite diet isolate 13434-BHL040517-GBD23791_8414-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGTAGAACTCGGACA

CACTAGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGCGCCCCTGATATAGCATTCCCGCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTATTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606199 Chironomidae sp. water mite diet isolate 13435-BHL040517-GBD19921_20502-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGCACTTCTTTAAGAATTTTATTTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606200 Chironomidae sp. water mite diet isolate 13438-BHL040517-GBD26009_8445-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACAACCT

TGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTGATAATTTTTTTTATAGTTATAC

CTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAATA

ATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606201 Chironomidae sp. water mite diet isolate 13444-BHL040517-GBD6450_25510-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGTTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGATTAGTGCCATTAATACTAGGAGCCCCAGACGTAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTATTACCCCCATCTCTAACTTTATTACTATCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606202 Chironomidae sp. water mite diet isolate 13448-BHL040517-GBD14246_9124-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACG

CTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGAT

ACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATCCCCACGAATAA

ATAATATAAGATTTTGATTACTACCACCGTCATTAACTTTATTATTATCTAGCACTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606203 Chironomidae sp. water mite diet isolate 13450-BHL040517-GBD15929_26086-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

TGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCATTAATATTTGGAGCCCCTGATATAGCATTCCCACGAATA

AATAATATAAGATTTTGATTACTACCCCCGTCATTAACTTTATTATTATCTAGATCACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606204 Chironomidae sp. water mite diet isolate 13463-BHL040517-GBD6878_4624-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTATAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACAATAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606205 Chironomidae sp. water mite diet isolate 13467-BHL040517-GBD18166_22374-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTTGGTACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCA

CCCTGGTTCTTTTATTGGAGACGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606206 Chironomidae sp. water mite diet isolate 13471-BHL040517-GBD26355_20651-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTTGGTACTTCTTTAAGTATATTAATTCGAGCTAAATTAGGAC

ATCCTGGTACCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGATTTGGTAATTGACTCATGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCACTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606207 Chironomidae sp. water mite diet isolate 13476-BHL040517-GBD18676_13479-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCCTTATGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGACATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGGTTTTGATTATTACCCCCATCGCTAACATTAGTAATTTCAAGAAGGAGAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606208 Chironomidae sp. water mite diet isolate 13480-BHL040517-GBD27883_20663-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGTCA

CGCTGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGTAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606209 Chironomidae sp. water mite diet isolate 13486-BHL040517-GBD18048_19362-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTCGGAC

ATCCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACACGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTGCCATTAATATTGGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTACCCCCATCACTAACATTATTACTATCAAGAAGTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606210 Chironomidae sp. water mite diet isolate 13488-BHL040517-GBD26868_9614-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTATTGCCCCCGTCATTAACTTTATTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606211 Chironomidae sp. water mite diet isolate 13491-BHL040517-GBD23525_14068-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACATCTTTTAGTATTTTAATTCGAGCAGAACTCGGTCAC

CCTGGTTCTTTTATCGGAGACGATCAAATTTATAATGTTATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGAATAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606212 Chironomidae sp. water mite diet isolate 13495-BHL040517-GBD5288_14626-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTCATTCGACTAGAATTAGGACACCCA

GGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGCTATAC

CAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606213 Chironomidae sp. water mite diet isolate 13507-BHL040517-GBD4237_23006-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGGCTCTTGCCATTAATACTAGGAGCCCCAGATATAGCCTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTATAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606214 Chironomidae sp. water mite diet isolate 13510-BHL040517-GBD23771_8399-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

CCAGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGGTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606215 Chironomidae sp. water mite diet isolate 13517-BHL040517-GBD24991_6877-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGCCA

ACCAGGATCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606216 Chironomidae sp. water mite diet isolate 13518-BHL040517-GBD9871_22963-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGCACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCGTACCATTAATACTAGGAGCTCCAGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCATCACTAACATTACTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR295408, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606217 Chironomidae sp. water mite diet isolate 13526-BHL040517-GBD12961_9444-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCAC

GCTGGTTCTTTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATACTTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606218 Chironomidae sp. water mite diet isolate 13529-BHL040517-GBD4007_20432-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGGATATTAATTCGAGCAGAATTAGGA

CATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGTATATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTATTGCCATTAATACTAGGAGCCCCAGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTATCCCCATCTCTAACATTATTACTATCAAGCAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606219 Chironomidae sp. water mite diet isolate 13534-BHL040517-GBD6253_22439-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCTGAACTCGGTCACG

CTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCCTTTGTAATAATTTTTTTTATAGTGAT

ACCTATTTTAATTGGAGGGGTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606220 Chironomidae sp. water mite diet isolate 13608-BHL040517-GBD7609_24155-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCT

GAACTAGGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATT

TTTTTCATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTACCCCTAATACTTGGAGCACCTGACATAGCT

TTTCCTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGATCTTTCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KR286724, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606221 Chironomidae sp. water mite diet isolate 13609-BHL040517-GBD13812_12760-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGA

ATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTGGGGGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACCTTCAAGTTCAATTGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR961044, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606222 Chironomidae sp. water mite diet isolate 13767-BHL040517-GBD20892_16644-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGGC

ATGCAGGCTCATTAATTGAAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCCTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGGGGATTTGGAAACTGACTGGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAATTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTT-

TCTAGATCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606223 Chironomidae sp. water mite diet isolate 13798-BHL040517-GBD11710_15370-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGATACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATGATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606224 Chironomidae sp. water mite diet isolate 13848-BHL040517-GBD25810_12612-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAAT

CTTAATTCGAGCTGAATTAGATCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATG

CTTTTGTAATAATTTTTTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTCCCGTTAATATTAGGAG

CCCCCGACATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTC

TCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KM102730, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606225 Chironomidae sp. water mite diet isolate 13922-BHL040517-GBD22573_18183-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAGTAAGATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAGTGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606226 Chironomidae sp. water mite diet isolate 13952-BHL040517-GBD23934_5355-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATCTTTTATTTTTGGAGCTTGATCAGGAATAATGTGAACTTCTTTAAGAATCTTAATTCGAGCAGAATTAGGACAT

GCTGGTTCATTGATTGGTGACGATCAGATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATCTTAATTGTGGGATTTGGAAATTGATTAGTACCTTTAATATTAGGTGCCCCAGATATAGCTTTCCCTCGAATA

AATAACATAAGTTTTTGACTTCTTCCCCCATCTTTAACACTTTTACTTTCAAGCTCAGTTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR512196, identified in GenBank as 

Smittia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606227 Chironomidae sp. water mite diet isolate 13974-BHL040517-GBD11684_2827-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTCTTCCGCTAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTAGTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606228 Chironomidae sp. water mite diet isolate 14004-BHL040517-GBD17654_8893-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGACCGGGTATAGTAGGCAATTCTTTAAGAATTTTAATTCGACTAGAATTCGGACA

CCCTGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATACTAGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAAAAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606229 Chironomidae sp. water mite diet isolate 14006-BHL040517-GBD25809_5788-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGTAGACGATAAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTACTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAAAATTTGATTATTACCCCCTTCATTAGCCTTACAGTTATCAAGATCAATAGTAGAAAATGGAACTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606230 Chironomidae sp. water mite diet isolate 14013-BHL040517-GBD14319_16222-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTCGATCGGGAGTAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGCAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGAAAATTCACTAGTACCTTTGATATTAGGGGCTCCCGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTATATCGAGATCAATAGTAGAAAATGAAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606231 Chironomidae sp. water mite diet isolate 14027-BHL040517-GBD18293_26046-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAAAATTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCCTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTTCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTCTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606232 Chironomidae sp. water mite diet isolate 14059-BHL040517-GBD5786_16135-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCGTCATTAACTTTATTACTATCAAGCACTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606233 Chironomidae sp. water mite diet isolate 14066-BHL040517-GBD29337_16487-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACATCTTTAAGAATCTTAATTCGAGCAAAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606234 Chironomidae sp. water mite diet isolate 14088-BHL040517-GBD5794_24970-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAACTTATATTGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGAAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGAGTCTCCTGATATAGCTTTTCCGCCAAT

AAATAATATAAGATTTTGAATATTACCCCCTTCATTAACCTGACTTTTATCAAGAACAATAGTAGAAAATGCAGCTGGAC

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606235 Chironomidae sp. water mite diet isolate 14105-BHL040517-GBD4841_15674-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCCCGAAT

AAATAATATAAGAGTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606236 Chironomidae sp. water mite diet isolate 14178-BHL040517-GBD23405_9916-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGATAGGGACTACTTTAAGTAT

GCTTATTCGAGGAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTCTTTATAGTTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAG

CCCCTGATATAGCTTTTTCACGAATAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCCCA

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606237 Chironomidae sp. water mite diet isolate 14324-BHL040517-GBD11962_23903-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATATTTGGAGCTTGAGCGGGAATAGTAGGAACTTCTCTTAGTATTTTAATTCGAGCAGAAATAGGACA

TCCAGGTGCTTTAGTTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR638998, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606238 Chironomidae sp. water mite diet isolate 14433-BHL040517-GBD4363_15246-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAAACTCTCTTAGAATT

TTAATTCGAGCAGAATTAGGTCATGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGC

TTTTGTAATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGGCC

CCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTTTCAAGTTCAT

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606239 Chironomidae sp. water mite diet isolate 14494-BHL040517-GBD9921_17475-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTCGGAGCTTGGTCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCACC

CTGGAACATTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTAT

ACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGTATAAA

TAACATGAGATTTTGATTACTTCCCCCTTCTTTAACCCTTCTTCTATCTAGCAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR636712, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606240 Chironomidae sp. water mite diet isolate 14514-BHL040517-GBD18191_9927-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTCTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGCAT

GCTTATTGGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCTTTTGTAATAATTTTTTTTATAGTAATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTACCCTTGATATTAGGA

GCCCCTGATATAGCTTTTCCCCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAT

CAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606241 Chironomidae sp. water mite diet isolate 14606-BHL040517-GBD18664_5131-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606242 Chironomidae sp. water mite diet isolate 14711-BHL040517-GBD14322_4692-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATGGTCGGAACTTCTCTAAGAAT

TCTAATTAGGGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTAGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTTT

TTCGTAGAAAATGGAGCTGGACCAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID GU565715, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606243 Chironomidae sp. water mite diet isolate 14754-BHL040517-GBD6633_6786-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTCATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTAGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGTTTCGGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606244 Chironomidae sp. water mite diet isolate 14879-BHL040517-GBD9665_10297-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTAGACTAGAATTAGGACA

CCCAGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCATGTAG---

AATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606245 Chironomidae sp. water mite diet isolate 14920-BHL040517-GBD23518_12433-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGACT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAAGTTTTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAG

CACCTGACGTAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTTT

TTCGTAGAAAATGGAGCTGGATCAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID GU565715, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606246 Chironomidae sp. water mite diet isolate 14935-BHL040517-GBD5886_23746-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAACCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTCCTAAATTAGGACACCCTGGGGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCT

TTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID GU565715, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606247 Chironomidae sp. water mite diet isolate 14969-BHL040517-GBD21296_12415-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTAGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTATTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606248 Chironomidae sp. water mite diet isolate 15210-BHL040517-GBD8885_4282-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTAGACTAGAATTA

GGACACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTCACAGCACATGCTTTTGTAATAATTTTTTTT

ATAGTAATACCTATTTTAATTGGAGGATTCCGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTCTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606249 Chironomidae sp.  water mite diet isolate 477-BHL040517-GBD19013_12389-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAGTTCTAATTCAAGCAGAATTAGGAC

ATGCAGGCTCAATAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATATGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCAGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCAACATTAACTATATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606250 Chironomidae sp.  water mite diet isolate 522-BHL040517-GBD14305_4627-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTTAT

AGTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCTCCTGATATGGCTTTCCCAC

GAATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606251 Chironomidae sp.  water mite diet isolate 528-BHL040517-GBD13213_17674-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606252 Chironomidae sp.  water mite diet isolate 586-BHL072216-GBD20441_25641-Arr95 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTATTCTAGTACGAGCTGAATTAGGACAC

CCCGGGGCATTAATTGGAGACGATCAAATTTATAACGTAATCGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGTA

ATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCAGTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAATA

AATAATATAAGCTTTTGATTATTACCCCCGTCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAA

Using NCBI BLASTN in June 2018, this sequence was 98.4% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606253 Chironomidae sp.  water mite diet isolate 747-BHL040916-GBD15229_10969-Ldc69 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606254 Chironomidae sp.  water mite diet isolate 762-BHL040916-GBD12257_12257-Ldc69 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGGACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCCCCTTCTCGTACTCTTTTACTTTCTAGTAGAATCGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606255 Chironomidae sp.  water mite diet isolate 777-BHL040916-GBD25455_6277-Ldc69 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCGGGAATAGTAGGTACTTCTCTTAGAATCTTAATTCGATCTGAATTAGCTCAT

GCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606256 Chironomidae sp.  water mite diet isolate 800-BHL100916-GBD9004_7123-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606257 Chironomidae sp.  water mite diet isolate 847-BHL100916-GBD9955_23257-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGACTAGAATTCGGTCA

CCCTGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606258 Chironomidae sp.  water mite diet isolate 851-BHL100916-GBD27129_11524-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTTCGGAGCTTGGTCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGA

CATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606259 Chironomidae sp.  water mite diet isolate 853-BHL100916-GBD5395_17953-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCGCTTCTTTAAGAATTTTAATTCGACTTGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGTGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606260 Chironomidae sp.  water mite diet isolate 863-BHL100916-GBD23532_18644-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGCACTTCTTTTAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCATTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606261 Chironomidae sp.  water mite diet isolate 872-BHL100916-GBD20519_22690-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCACATTAATCGGAAAAGATCAAATTTATAATGTAATTGTTACAGCACATGCCTTTGTAATAATTTTTTATATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTCACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606262 Chironomidae sp.  water mite diet isolate 874-BHL100916-GBD14397_9302-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGTGATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCATCATTAACCATGCTATTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606263 Chironomidae sp.  water mite diet isolate 887-BHL100916-GBD8092_23854-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGATAATCAAACTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTCTGATTATTACCCCCCTCACTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606264 Chironomidae sp.  water mite diet isolate 901-BHL100916-GBD19388_27249-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTGGGACAC

CCTGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCACCTTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606265 Chironomidae sp.  water mite diet isolate 903-BHL100916-GBD25107_6091-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTAT

GGTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606266 Chironomidae sp.  water mite diet isolate 905-BHL100916-GBD23036_18697-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTTATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGTAATTGATTTGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606267 Chironomidae sp.  water mite diet isolate 907-BHL100916-GBD23939_7855-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTTATTAATCGGAGACGATCAAATTTATCATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGAAAGTAGTGACTCCTGATAGAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAAGGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606268 Chironomidae sp.  water mite diet isolate 920-BHL100916-GBD4773_14123-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCGGGAATAGTAGGCACTTCTTTAGGAATTTTAATTCGACTAGAATTAGGACACC

CAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTGCCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGACTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606269 Chironomidae sp.  water mite diet isolate 922-BHL100916-GBD8777_14041-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGACTAGAATTAGGAC

ACCCAGGCTCACTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATGGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606270 Chironomidae sp.  water mite diet isolate 924-BHL100916-GBD29667_14162-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGTAGAATTAGGACAC

CCAGGATCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTATTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606271 Chironomidae sp.  water mite diet isolate 928-BHL100916-GBD7925_11465-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTTATTCGACTAGAATTAGGACA

CCCAGGCTCATTCATCGGAGACGATCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAACTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAG

TAAATAATATAAGATTTTGATTATTACCCCCCTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606272 Chironomidae sp.  water mite diet isolate 934-BHL100916-GBD22156_20552-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTTGAATTAGGTCG

TCCAGGCTCATTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606273 Chironomidae sp.  water mite diet isolate 935-BHL100916-GBD24338_19447-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTTATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGTGGCTTTGGAAATTGATTGGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTAGCAGGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606274 Chironomidae sp.  water mite diet isolate 937-BHL100916-GBD29496_13761-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGCATTTTAATTCGACTAGAATTAGGACAC

CCAGGATCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACATTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606275 Chironomidae sp.  water mite diet isolate 945-BHL100916-GBD27683_20528-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACCTGCTTTTGTAATAATTTTTTTTCTAGT

GATACCTATTTTAATTGGATGCTTTGGAAATTGATTAGTACCTTTGAAATTAGGGGCTCCTGATATAGCTTTTCCGCGAAA

AAAAAAAAAAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606276 Chironomidae sp.  water mite diet isolate 954-BHL100916-GBD8001_19778-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTTATTCGACTAGAATTAGGACC

ACCAGGCTCATTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACAGCACATACTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTGTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606277 Chironomidae sp.  water mite diet isolate 957-BHL100916-GBD7808_19713-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATCTTTTATTTTTGGAGCTTGATCGGGAATAATAGGCACTTCTTTAAGTATTTTAATTCGACTAGAATTAGGACACC

CAGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATAA

ATAACATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTCTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606278 Chironomidae sp.  water mite diet isolate 974-BHL100916-GBD9635_16148-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATATTAATTCGACTTGAATTAGGACA

CCCAGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAACTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGACTATTACCCCCCTCATTAACCTTACTTCTATCAAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606279 Chironomidae sp.  water mite diet isolate 988-BHL100916-GBD10955_23809-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGTACCTCCCTTAGTATCCTTATTCGTACAGAATTAGGTCA

CCCAGGAGCTTTAATTGGAGACGATCAAATCTATAATGTAATTGTAACGGCACATGCTTTTGTTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGTAATTGACTAGTACCCCTTATACTAGGAGCCCCAGATATAGCATTTCCACGAAT

AAATAATATAAGATTTTGACTACTACCCCCTTCTTTAACCTTACTATTATCTAGCTCTATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KP043430, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606280 Chironomidae sp.  water mite diet isolate 989-BHL100916-GBD8844_7167-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGCACTTCTTTAAGAATTTTTATTCGACTAGAATTAGGACA

CCCAGGATCATTAATCGGAGACGATCAAATTTATAGTGTAATTGTTACTGCACATGCTTTTATAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTCTGATATTTGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606281 Chironomidae sp.  water mite diet isolate 991-BHL100916-GBD19289_28089-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTGAGAATTTTAATTCGAGTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCACTCACCTTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606282 Chironomidae sp.  water mite diet isolate 996-BHL100916-GBD20177_11782-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTTATTCGACTAGAGTTAGGACA

CCCAGGCTCATTAATCGGTGACGATCAAATTTGTAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAACATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606283 Chironomidae sp.  water mite diet isolate 1000-BHL100916-GBD25654_13633-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGACCTGGAATAGTAGGCACTTCTTTAAGTATTTTTATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAACTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606284 Chironomidae sp.  water mite diet isolate 1003-BHL100916-GBD22287_9645-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATACTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAAAATAAGATTTTGATTAGTACCCCCGGCATTAACCTTAAATTTATCAAGAGCAATAGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606285 Chironomidae sp.  water mite diet isolate 1007-BHL100916-GBD15471_5872-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCACATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCATTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTTCTTTTATCAAGTTCATTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606286 Chironomidae sp.  water mite diet isolate 1010-BHL100916-GBD21702_3543-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

ACCTGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTCACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTGCCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTATTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606287 Chironomidae sp.  water mite diet isolate 1015-BHL100916-GBD21402_3819-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTTATTCGACTAGAATTAGGACA

CCCAGGAACATTAATCGGAGAAGATCAAATTTATAATGTACTTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606288 Chironomidae sp.  water mite diet isolate 1017-BHL100916-GBD25386_21773-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTCGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAGGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGAACATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTCTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606289 Chironomidae sp.  water mite diet isolate 1019-BHL100916-GBD21081_23123-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTTTATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTTATTCGACTAGAATTAGGACA

CCCAGGATCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTCTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606290 Chironomidae sp.  water mite diet isolate 1025-BHL100916-GBD3528_12427-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCATTAAGAATTTTTATTCGACTAGAATTAGGACA

CCCAGGATCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTTCTTTTATCAAGATCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606291 Chironomidae sp.  water mite diet isolate 1029-BHL100916-GBD10614_27466-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATATTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGACT

CCCAGGGTCATTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606292 Chironomidae sp.  water mite diet isolate 1033-BHL100916-GBD25437_25317-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTCCCTTTGATATTAGGGCCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGACTATTACCCCCTTCATTAACCCTACTTCTATCAAGATCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606293 Chironomidae sp.  water mite diet isolate 1036-BHL100916-GBD27138_17148-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCATGATCAGGCATAGTAGGCACTTCTTTAAGAATATTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTGTTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAACGCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606294 Chironomidae sp.  water mite diet isolate 1037-BHL100916-GBD22824_8718-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGCACTTTTTTTAGAATTTTATTTCGACTCGAATTTGGACAC

CCAGGAACATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606295 Chironomidae sp.  water mite diet isolate 1040-BHL100916-GBD20970_24951-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTTATTCGACTAGAATTAGGACA

CCCAGGCTCATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606296 Chironomidae sp.  water mite diet isolate 1058-BHL100916-GBD16368_6549-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTTGAATTAGGACACC

CTGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGCTGTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606297 Chironomidae sp.  water mite diet isolate 1062-BHL100916-GBD24741_17193-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACCCA

GGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGATA

CCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAAT

AATATAAGATTTTGATTATTACCCCCTTCATCAACCATACTTTTAGCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606298 Chironomidae sp.  water mite diet isolate 1068-BHL100916-GBD23109_26648-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATCTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATATTAATTCGAGTAGAATTAGGAC

AACCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606299 Chironomidae sp.  water mite diet isolate 1069-BHL100916-GBD9226_19121-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGTATTTTAATTCGACTAGAATTAGGACAC

CCGGGTTCATTAATCTGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGAGACTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTGCCTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606300 Chironomidae sp.  water mite diet isolate 1080-BHL100916-GBD20181_22871-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGGATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTTATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTCGGAAATTGATTTGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGAATATTACCCCCTTCACTAACCTGACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606301 Chironomidae sp.  water mite diet isolate 1082-BHL100916-GBD23065_6627-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTGAGAATTTTAATTCGACTAGCATTTGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATACAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTATATCAAGAGCAATAGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606302 Chironomidae sp.  water mite diet isolate 1084-BHL100916-GBD4971_23414-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTCATCGGAGAAGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTTGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGTGCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606303 Chironomidae sp.  water mite diet isolate 1086-BHL100916-GBD27098_22877-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGGACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGACA

CCCAGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTTCCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606304 Chironomidae sp.  water mite diet isolate 1090-BHL100916-GBD9076_23010-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTTAGAATTTTAATTCGACTAGAATTAGGTCA

CACAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGAAAATTGATTAGTACCTTTGATATTAGTGGCTCCTGATATAGCATTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTACCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606305 Chironomidae sp.  water mite diet isolate 1093-BHL100916-GBD14598_13516-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTATGACAC

CCAGGATCATTAATCGGAGAAGATCAAATTTATAATGTCATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTCCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606306 Chironomidae sp.  water mite diet isolate 1100-BHL100916-GBD12663_17953-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGGTCGGGAATAGTCGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACC

CAGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAGCA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606307 Chironomidae sp.  water mite diet isolate 1101-BHL100916-GBD21301_13261-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGACCAGCATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTATTAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCGTTGATATTAGTAGCTCCTGATATAGCATTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606308 Chironomidae sp.  water mite diet isolate 1103-BHL100916-GBD9663_3680-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCAAGCTAAATTAGGTCA

TGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606309 Chironomidae sp.  water mite diet isolate 1105-BHL100916-GBD24333_26235-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGATTAGAATTAGGACA

CCCAGGCTCATTAGTTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606310 Chironomidae sp.  water mite diet isolate 1106-BHL100916-GBD20352_4567-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAAAATTAGGTCA

TCCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAGATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606311 Chironomidae sp.  water mite diet isolate 1121-BHL110116-GBD23423_5456-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

TAGACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGTGGCTCCTGATAGAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTGACTTTGATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606312 Chironomidae sp.  water mite diet isolate 1125-BHL110116-GBD6941_7997-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGCATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAACTGATTAGTACCTTTGATATTAGGTGCTCCAGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTCGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606313 Chironomidae sp.  water mite diet isolate 1126-BHL110116-GBD13413_6182-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGACCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATGGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTCCATTAACCTTTCTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAGC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606314 Chironomidae sp.  water mite diet isolate 1127-BHL110116-GBD22652_21521-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCATTAAGAATTTTAATTCGAGTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606315 Chironomidae sp.  water mite diet isolate 1131-BHL110116-GBD18499_25349-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAACATAAGATTTTGATTATGACCCCCTTCATTAACCGTACATTTATCAAGAGCAAGAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606316 Chironomidae sp.  water mite diet isolate 1136-BHL110116-GBD15260_21935-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATATCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTCGGGTGTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAGCAATAGTAGAAAACGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606317 Chironomidae sp.  water mite diet isolate 1140-BHL110116-GBD19948_27899-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGATTTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTTATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTACCTTTGATATTAGAGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606318 Chironomidae sp.  water mite diet isolate 1141-BHL110116-GBD20457_15870-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCCGGAATAGTAGGCGCTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATACAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCAATTTTAATTGGAGGCTTTGGAATTTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606319 Chironomidae sp.  water mite diet isolate 1142-BHL110116-GBD11229_9622-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606320 Chironomidae sp.  water mite diet isolate 1145-BHL110116-GBD13507_3548-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTGAATGCGACTAGAATTAGGAC

ACCCATGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATACTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGCGCTGGACC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606321 Chironomidae sp.  water mite diet isolate 1153-BHL110116-GBD19911_20070-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGACTTATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGTCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAGTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606322 Chironomidae sp.  water mite diet isolate 1154-BHL110116-GBD10335_3144-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGCACTTCTTTAGGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGATGCTCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATCATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606323 Chironomidae sp.  water mite diet isolate 1158-BHL110116-GBD3867_21152-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTAGACTAGAATTAGGACA

CCCATGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAGCCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606324 Chironomidae sp.  water mite diet isolate 1159-BHL110116-GBD27550_13428-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGTATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGGGCTCCAGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTACTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606325 Chironomidae sp.  water mite diet isolate 1164-BHL110116-GBD25027_9239-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAATTTGGACA

CCCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGACTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGACTATTACCCCCTTCATTAACCTTACTTTTATCAGGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606326 Chironomidae sp.  water mite diet isolate 1171-BHL110116-GBD5247_17439-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTCGGCACTTCTTTAAGTATTTTAATTCGACTAGAATTAGGACACC

CTGGATCATTTATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606327 Chironomidae sp.  water mite diet isolate 1172-BHL110116-GBD28491_18193-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCACATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGTGGATACTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTGCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606328 Chironomidae sp.  water mite diet isolate 1174-BHL110116-GBD7066_10187-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGCACTTCTTTAAGAATTTTAATTTGAGTTGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTAATATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606329 Chironomidae sp.  water mite diet isolate 1176-BHL110116-GBD20500_6319-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTTGGCACTTCTTTTAGAATTTTAATTCGACTTGAATTAGGACAC

CCAGGCTCATTCATCGGAGACGATCAACTTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGATCA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606330 Chironomidae sp.  water mite diet isolate 1178-BHL110116-GBD17773_13309-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTATCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGGAT

AAATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTGCGTTTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606331 Chironomidae sp.  water mite diet isolate 1179-BHL110116-GBD17375_7137-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTCTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTACAGT

GATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606332 Chironomidae sp.  water mite diet isolate 1183-BHL110116-GBD18040_5394-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATGGGGAATAGTAGGCACTTCTTTAAGAATTCTAATTCGACTAGAATTAGGACA

CCCAGTCTCATTAATCGGAGACGATCAAATTTATAATGAAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTTATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGACC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606333 Chironomidae sp.  water mite diet isolate 1185-BHL110116-GBD19684_15903-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACG

TCCAGGCACATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTCATAGT

GATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCCTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606334 Chironomidae sp.  water mite diet isolate 1186-BHL110116-GBD6710_22729-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTTGGCACTTCTTTAAGTATTTTAATTCGACTAGAATTAGGACAC

CCTGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCACTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606335 Chironomidae sp.  water mite diet isolate 1187-BHL110116-GBD22965_7947-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTCTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGATCATTAATCGGAGAAGATCAAATTTATAATGTAATGGTTACAGCACATGCTTTTTTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606336 Chironomidae sp.  water mite diet isolate 1192-BHL110116-GBD28540_17417-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

TGCAGGCTCATTAATCGGAGACGAGCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGGGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606337 Chironomidae sp.  water mite diet isolate 1193-BHL110116-GBD21204_27791-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTATTTAAGAATTTTAATTCGACTAGAATTAGGACA

CACAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTCCCGCGAA

AAAATAATATAAGATTTTGATTACTTCCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606338 Chironomidae sp.  water mite diet isolate 1197-BHL110116-GBD7461_25179-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAACTTTAATTCGACTAGAATTCGGTCA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTTTTATCAAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606339 Chironomidae sp.  water mite diet isolate 1201-BHL110116-GBD11841_11927-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

ACCAGGATCATTAATCGGAGACGATCAAATTTATAATGTTATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTATTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606340 Chironomidae sp.  water mite diet isolate 1203-BHL110116-GBD13511_27098-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCATTTGTAATAATTTTTTTTATTGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTAGTATCAAGAGCAGTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606341 Chironomidae sp.  water mite diet isolate 1211-BHL110116-GBD20743_14963-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCTGGCTCATTAATCGGAGACTATCAAATTTATAATGTCATTGTCACAGATCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606342 Chironomidae sp.  water mite diet isolate 1222-BHL110116-GBD15707_5187-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTGATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGTTCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGTAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAACTGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606343 Chironomidae sp.  water mite diet isolate 1223-BHL110116-GBD15442_20636-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTAGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATAATAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTCCCGCGAAT

AAATAATATAAGATTTTGATTACTACCCCCTTCATTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606344 Chironomidae sp.  water mite diet isolate 1225-BHL110116-GBD23226_18061-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATGTTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAAGTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAGCCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606345 Chironomidae sp.  water mite diet isolate 1239-BHL110116-GBD27657_14559-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGACA

CCCAGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606346 Chironomidae sp.  water mite diet isolate 1243-BHL110116-GBD28155_16713-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGTGTCTCCTGATATAGCTTTTCCGCGAAT

AAACAATATAAGAGTTTGATTATTACCCCCTACATCAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606347 Chironomidae sp.  water mite diet isolate 1244-BHL110116-GBD27616_14566-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAAGTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACATATTTTAATTGGAGGTTTTGGAAATTGATTAGTACCTTTGTTATTAGAGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606348 Chironomidae sp.  water mite diet isolate 1248-BHL110116-GBD19599_10611-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGATGAGCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTACTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606349 Chironomidae sp.  water mite diet isolate 1250-BHL110116-GBD15926_9578-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGGTCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAACATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606350 Chironomidae sp.  water mite diet isolate 1261-BHL110116-GBD26457_22347-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGGTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTTTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGGGCCCCTGATATAGCATTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606351 Chironomidae sp.  water mite diet isolate 1263-BHL110116-GBD28182_15280-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAGTTGGAGACGATCAAATTTATAATGTTATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606352 Chironomidae sp.  water mite diet isolate 1264-BHL110116-GBD26845_9606-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCCTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATACTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTCCCTTTGATATTAGGAGCCCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606353 Chironomidae sp.  water mite diet isolate 1267-BHL110116-GBD23362_7487-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATTCCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGGACTCCTGATAAAGCTTTTCCGCGAAT

AAATAAAATAAGATTTTGATTATTACCCCCTTCAATAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606354 Chironomidae sp.  water mite diet isolate 1270-BHL110116-GBD11790_11512-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCACATTCATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATTGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAAAAATATAAGATTTTGATTATTACCCCCTTCATTAACCGTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606355 Chironomidae sp.  water mite diet isolate 1273-BHL110116-GBD27143_17912-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTTAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATAGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCGTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTAGTATCAAGAGCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606356 Chironomidae sp.  water mite diet isolate 1274-BHL110116-GBD19393_14746-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGTGACGATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGGGCTCCAGATATGGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606357 Chironomidae sp.  water mite diet isolate 1276-BHL110116-GBD23885_25968-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGGTCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAGTCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTCTAATTGGAGGCTTTGGAAATTGATCAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTGTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAAGAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606358 Chironomidae sp.  water mite diet isolate 1282-BHL110116-GBD2270_16517-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

ACCAGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATACTAGGAGCTCCTGGTATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606359 Chironomidae sp.  water mite diet isolate 1284-BHL110116-GBD17349_20966-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATCTTAATCGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGAATATTACCCCCTTCATTAACCTGACGTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606360 Chironomidae sp.  water mite diet isolate 1286-BHL110116-GBD25120_20754-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTCGGAGCTTGATCGGGAATAGTAGGCACTTCCTTAAGAATCTTAATTCGACTAGAATTAGGACA

TCCAGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606361 Chironomidae sp.  water mite diet isolate 1289-BHL110116-GBD23927_23744-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTATGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGTGACGATCAAATTTATAATGTAATTGTTATAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606362 Chironomidae sp.  water mite diet isolate 1293-BHL110116-GBD17067_4542-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTACTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGATACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATGTTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGTTCATTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606363 Chironomidae sp.  water mite diet isolate 1296-BHL110116-GBD20252_10307-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCATTTCTTTAAGAATTTTAATTCGACTAGAATTCGGACA

CCCAGGCTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTCCCGCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTATTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606364 Chironomidae sp.  water mite diet isolate 1298-BHL110116-GBD24279_19424-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTATGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTCTAATGTAATTGTTACAGCACATGCTTTTGTCATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

GAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606365 Chironomidae sp.  water mite diet isolate 1301-BHL110116-GBD14751_2223-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGAGCGGGAATAGTAGGCACTGCGTTAAGAATTTTAATTCGACTAGAATTAGGAC

ACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAC

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAAATCAATAGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606366 Chironomidae sp.  water mite diet isolate 1302-BHL110116-GBD18652_8909-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATCTTTTATTTTTGGAGCTTGATCGGGACTAGTAGGCACTTCTTTAAGTCTTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAGATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606367 Chironomidae sp.  water mite diet isolate 1304-BHL110116-GBD26739_11606-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATATTAATTCGAGTAGAATTAGGACACC

CAGGCTCATTAATCGGAGATTATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAA

TAATATAAGATTTTGACTATTACCCCCATCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606368 Chironomidae sp.  water mite diet isolate 1305-BHL110116-GBD26142_11050-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGATCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCTTTGATATTAGGTACTCCTGATATAGCTTTTCCGCGAACA

AATAATATAAGATTTTGATTATTACCCCCCTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGGGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606369 Chironomidae sp.  water mite diet isolate 1323-BHL110116-GBD26511_17142-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGCGCTTGATCGGGAATAGTAGGCACTTCTTTCAGAATTTTAATTCGATTAGAATTGGGACA

CCCAGGCTTATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606370 Chironomidae sp.  water mite diet isolate 1325-BHL110116-GBD7384_9774-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTTAGAATTTTAATTCGACTAGAATTATGACAC

CCAGGCTCATTATTCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATATTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTTGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGATGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606371 Chironomidae sp.  water mite diet isolate 1332-BHL110116-GBD19018_14493-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATATTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGATTTTTATTTGGACTAGAATTAGGACA

CCCAGGCTCATTAATAGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606372 Chironomidae sp.  water mite diet isolate 1336-BHL110116-GBD27847_11402-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGAAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

ACCAGGATCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTTGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606373 Chironomidae sp.  water mite diet isolate 1338-BHL110116-GBD6468_25138-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

ACAAGGCTCATTGATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTTTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTTGTGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606374 Chironomidae sp.  water mite diet isolate 1343-BHL110116-GBD25820_6157-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGATTAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCATGCTCATTAATCGGAGACGATCAAATTTATAATGCAATTGTTAAAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATACAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGCAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606375 Chironomidae sp.  water mite diet isolate 1347-BHL110116-GBD11453_14197-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCAGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAGTTGATTAGTACCTTTGATATTAGGGGCTCCTGAAATAGCTTTTCCGCGAA

TAAAAAATATAAGATTTTGAATATTACCCCCTTCATTAACCTTACCTTTAACAAGATCAATAGGAAAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606376 Chironomidae sp.  water mite diet isolate 1348-BHL110116-GBD17816_7981-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGAGGCTCCTGAGATAGCTTTTCCGCGAA

TAAATAATATAAGATTGTGATTAATACCCCCTTCAAGAACCTTACGTTGATCAAGATCAATAGTAGAAAATGGAGCAGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606377 Chironomidae sp.  water mite diet isolate 1353-BHL110116-GBD12378_21447-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCCATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTCTGATATTAGGGGCTCCTGATATAGCATTTCCTCGAATA

AATAATATAAGATTCTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606378 Chironomidae sp.  water mite diet isolate 1358-BHL110116-GBD9156_25876-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTTGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTGTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATGTTGATTATTACCCCCGTCATTAACCTTACGTTTATCAAGATCAATAGTAGAAAATGGAGCTGAAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606379 Chironomidae sp.  water mite diet isolate 1362-BHL110116-GBD22153_21982-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATCTTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGACTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606380 Chironomidae sp.  water mite diet isolate 1372-BHL110116-GBD8919_14772-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTTGACTAGAATTAGGACACC

CAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCATCTTTAACCTTACTTCTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606381 Chironomidae sp.  water mite diet isolate 1375-BHL110116-GBD3271_20941-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGACA

CGCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAAGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGGGCTCCTGATATAACTTTTCCCCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606382 Chironomidae sp.  water mite diet isolate 1378-BHL110116-GBD21644_3298-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGCAGGCACTTCTTTAAGAATCTTAATTCGACTAAAATTAGGACA

CCCAGGCTCATTAATCGGACACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606383 Chironomidae sp.  water mite diet isolate 1383-BHL110116-GBD27552_14004-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACC

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGACTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCATTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606384 Chironomidae sp.  water mite diet isolate 1384-BHL110116-GBD23755_25073-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCATTTCTTTAAGAATTTTAATTCGACTAAAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAATTTTTAAATGTAATTGTTGCAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTAACAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606385 Chironomidae sp.  water mite diet isolate 1392-BHL110116-GBD22729_24398-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTATGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGATA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACCTTTATCAAGATCAATAGTAGAAAACGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606386 Chironomidae sp.  water mite diet isolate 1394-BHL110116-GBD24225_23623-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTAATATAGCATTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606387 Chironomidae sp.  water mite diet isolate 1395-BHL110116-GBD10953_18515-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTCTTATTCGACTAGAATTAGGACA

CCCAGGATCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGATCCTGATATAGCTTTTCTGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606388 Chironomidae sp.  water mite diet isolate 1410-BHL110116-GBD14049_3557-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAGTCGGAGACGATCTAATTTATAATGTAAGTGTTACAGCACATGCTTTTGTAATAATTTTTTTTGTAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTACCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGCGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606389 Chironomidae sp.  water mite diet isolate 1502-BHL110116-GBD16354_2960-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTCCTTTGAGAATTTTAATTCGACTAGAATGAGGAC

ACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTCCCCCCTTCATTACCCTTACTTTTATCAAGATCAATAGTAGAAAATGGCGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606390 Chironomidae sp.  water mite diet isolate 1604-BHL110116-GBD10548_10831-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCGGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAACTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TGATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACCTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606391 Chironomidae sp.  water mite diet isolate 1657-BHL110116-GBD26763_23510-Lq47 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606392 Chironomidae sp.  water mite diet isolate 1659-BHL110116-GBD13800_26252-Lq47 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTGGGAACATCTTTAAGAATATTAATTCGAGCAGAATTAGGACA

TCCAGGAACATTGATTGGGGATGATCAAATTTACAATGTAATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGTGGGTTTGGAAATTGGCTTTTACCTTTAATACTTGGGGCCCCTGATATAGCCTTTCCACGAAT

AAATAATATAAGATTTTGACTTTTACCCCCATCTATTTCATTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KP043758, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606393 Chironomidae sp.  water mite diet isolate 1766-BHL110116-GBD24259_24503-Ldc71 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATCATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606394 Chironomidae sp.  water mite diet isolate 1785-BHL110116-GBD18039_2937-Ldc71 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTCTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTATA

GTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606395 Chironomidae sp.  water mite diet isolate 1815-BHL011116-GBD9072_15445-Ldc73 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606396 Chironomidae sp.  water mite diet isolate 1818-BHL011116-GBD8841_17345-Ldc73 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606397 Chironomidae sp.  water mite diet isolate 1820-BHL011116-GBD18689_2732-Ldc73 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTCG

AATAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606398 Chironomidae sp.  water mite diet isolate 1839-BHL072216-GBD17078_6747-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606399 Chironomidae sp.  water mite diet isolate 1856-BHL072216-GBD25495_22882-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTCA

TGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606400 Chironomidae sp.  water mite diet isolate 1864-BHL072216-GBD18869_7228-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

GCATCCTGGTACTTTAATTGGTGACGACCAAATTTATAATGTAGTTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATA

GTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGTGCTCCTGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCCTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606401 Chironomidae sp.  water mite diet isolate 2065-BHL072216-GBD16838_8265-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606402 Chironomidae sp.  water mite diet isolate 2212-BHL072216-GBD8259_14833-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAGCTGAATTAGGGCATCCT

GGAACTTTAATTGGTGACGACCAAATTTATAACGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGTTATA

CCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCGAATAAAT

AATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR285214, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606403 Chironomidae sp.  water mite diet isolate 2228-BHL072216-GBD17900_7140-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTCAT

GCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606404 Chironomidae sp.  water mite diet isolate 2277-BHL072216-GBD13904_16840-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGGTCGGGGATAGTAGGGACATCCCTAAGAACACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACCGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATCCCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTGTCTAGTACAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606405 Chironomidae sp.  water mite diet isolate 2333-BHL072216-GBD22349_23163-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGTCAT

CCTGGATCTTTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606406 Chironomidae sp.  water mite diet isolate 2400-BHL072216-GBD3761_8605-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGCGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTATTACTGTACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGGGTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606407 Chironomidae sp.  water mite diet isolate 2418-BHL072216-GBD15664_3003-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACCTTCTTCCTTTCAAGAAGTTTTCTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606408 Chironomidae sp.  water mite diet isolate 2461-BHL072216-GBD27268_14146-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTAGTTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATG

GTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACCCTTCTTCTTTCTAGAACAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606409 Chironomidae sp.  water mite diet isolate 2480-BHL072216-GBD16245_4967-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTCTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTATTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTATA

GTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606410 Chironomidae sp.  water mite diet isolate 2489-BHL072216-GBD6660_17537-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGAACTTCTCTAAGAATCTTAATTCGAGCTGAATTGGGTCA

TGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTT-

CTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM991192, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606411 Chironomidae sp.  water mite diet isolate 2499-BHL072216-GBD26505_13113-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCCGAATTAGGTCAT

GCTGGATCATTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTGCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGATTATTACCTCCTTCTCTAACCTTATTACTTTCAAGTACAATTGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606412 Chironomidae sp.  water mite diet isolate 2503-BHL072216-GBD29559_15777-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGTACTTCTTTAAGAATCTTAATTCGAGCTGAATTCGGTCATGCTG

GATCTTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATACC

TATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTGGGAGCTCCTGATATAGCTTTCCCTCGAATAAATAA

TATAAGTTTTTGATTATTGCCCCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KM991192, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606413 Chironomidae sp.  water mite diet isolate 2553-BHL072216-GBD7977_7189-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGAGCTCCTGATATGGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606414 Chironomidae sp.  water mite diet isolate 2563-BHL072216-GBD27795_14244-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCCGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCTCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACCTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606415 Chironomidae sp.  water mite diet isolate 2568-BHL072216-GBD19093_17117-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACCTCTTTAAGTGTTTTAATTCGAGCTGAATTAG

GGCATCCTGGAACTTTAATTGGTGACTACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGGGGATTTGGTGATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606416 Chironomidae sp.  water mite diet isolate 2572-BHL072216-GBD19289_19871-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTTTATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGAGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGCACTTTAATTGGTGACGACCAAATTTATAATGTAGTTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATA

GTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTTCCATTAATATTAGGAGCTCCTGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTGCCCCCCTCATTAACTCTACTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606417 Chironomidae sp.  water mite diet isolate 2578-BHL072216-GBD27208_11593-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCGGGGATAGTAGGCACTTCTTTAAGAATCTTAATTCGAGTTGAATTAGGTCA

TCCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGATTATTACCTCCTCCTCTTACCTTATTACTATCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606418 Chironomidae sp.  water mite diet isolate 2581-BHL072216-GBD6928_16055-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTCGGAGCTTGATCTGGAATTGTCGGAACTTCTTTAAGTATCTTAATTCGAGCTGAATTAGGTCATGCTG

GATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATACC

TATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAAATAA

TATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606419 Chironomidae sp.  water mite diet isolate 2594-BHL072216-GBD7395_8079-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTCATTGGTGACGACCAAATTTATAATGTAGTCGTTACTGCACATGCTTTTGTTATAATTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATTACTACCACCCTCATTAACTCTACTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606420 Chironomidae sp.  water mite diet isolate 2619-BHL072216-GBD27214_14460-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGGGGATTTGGAAATTGATTAGTTCCATTAATATTAGGGGCTCCTGATACGGCTTTCCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606421 Chironomidae sp.  water mite diet isolate 2653-BHL072216-GBD27393_22476-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGAACTTCTCTAAGTATATTAATTCGAGCAGAATTAGGTC

ATGCTGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTATCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606422 Chironomidae sp.  water mite diet isolate 2660-BHL072216-GBD17248_12576-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCGGGGATAGTTGGTACTTCTTTAAGAATCTTAATTCGAGCTGAATTAGGACA

TCCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTGCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCTCTTACCTTATTACTTTCAAGTACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM991192, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606423 Chironomidae sp.  water mite diet isolate 2931-BHL032417-GBD10165_12974-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTGAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATATAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606424 Chironomidae sp.  water mite diet isolate 2982-BHL032417-GBD20741_19843-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATCTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTGGGAAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTATACCCTCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606425 Chironomidae sp.  water mite diet isolate 3151-BHL032417-GBD4744_9557-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCGTTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCG

AATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606426 Chironomidae sp.  water mite diet isolate 3482-BHL032417-GBD11353_28591-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGACACCCC

GGGGCATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGTAATA

CCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAATAAAT

AATATATGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAACTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606427 Chironomidae sp.  water mite diet isolate 3700-BHL032417-GBD10825_13034-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAATATACTTGTTCGAGCAGAATTAGGA

CGACCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCG

AATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTGCTAGTTCAGTTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606428 Chironomidae sp.  water mite diet isolate 4050-BHL032417-GBD10099_17833-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTTTTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTATTCTAGTACGAGCTGAATTAGGACAC

CCCGGGACATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGTGGATTTGGAAACTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAATA

AATAATATAAGCTTCTGATTATTACCCCCATCTCTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606429 Chironomidae sp.  water mite diet isolate 4078-BHL032417-GBD4536_23001-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGTGGCTCCTGATATAGCTTTTCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCATGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606430 Chironomidae sp.  water mite diet isolate 4079-BHL032417-GBD11851_13710-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCAAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606431 Chironomidae sp.  water mite diet isolate 4090-BHL032417-GBD8887_9596-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGTGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGA

GATACCTATTTTAATTGGAGGCTATGGAAAATGATTAGTACCTTTGATAATAGGGGCTCCTGATATAGCTTATCCGCGAA

TAAATAATATAAGATTGTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606432 Chironomidae sp.  water mite diet isolate 4166-BHL032417-GBD25876_22580-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGACA

CCCAGGCTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606433 Chironomidae sp.  water mite diet isolate 4185-BHL032417-GBD5485_10666-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTCCCTTTTATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAAAAATAAAAGATTTTGATTATTAGCCCCTTCATCATCCTTACATTTATCAAGATCAATAGTAGAAAATGGAGCTGGAG

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606434 Chironomidae sp.  water mite diet isolate 4194-BHL032417-GBD21637_20294-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTTAGATTTTTAATTCGAGTAGAATTAGGACA

CCCAGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606435 Chironomidae sp.  water mite diet isolate 4198-BHL032417-GBD9684_2886-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGTATTTTAATTCGATTAGAATTAGGACA

CCCTGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCGGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606436 Chironomidae sp.  water mite diet isolate 4205-BHL032417-GBD27736_18883-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTGATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTTCTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606437 Chironomidae sp.  water mite diet isolate 4225-BHL032417-GBD29071_17867-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTATGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCGCGAAT

AAATAATATAAGATTTTGACTATTACCCCCTTCATTAACCTTATTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606438 Chironomidae sp.  water mite diet isolate 4227-BHL032417-GBD17810_3945-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATCAGGACA

CCCATTCTCATTAATCGTAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTACCCTTACTTTTATCAAAATCAATAGTAGCAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606439 Chironomidae sp.  water mite diet isolate 4230-BHL032417-GBD9928_8102-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGCACTTCTTTAAGAATTCTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606440 Chironomidae sp.  water mite diet isolate 4232-BHL032417-GBD21074_23261-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGTATTTTAATTCCACTAGAATTAGGTCAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCATCAGTAACCTTACTATTAGCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606441 Chironomidae sp.  water mite diet isolate 4235-BHL032417-GBD17396_4534-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGTCTCATTAATCGGAGACGTTCTAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTTTAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTCCTTTTATCAAGCTCACTAGTAGAAAATGGCGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606442 Chironomidae sp.  water mite diet isolate 4237-BHL032417-GBD18590_4718-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGACA

CCCCGGGGCATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGGTTTCCCTCGAAT

AAATAATATATGCTTTTGATTATTACCCCCATCTTTAACACTACTATTAGCTAGCTCATTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606443 Chironomidae sp.  water mite diet isolate 4239-BHL032417-GBD6605_15161-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTTGAATTAGGACA

ACCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATCTTGACTACTACCCCCTTCATTAACCCTATTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606444 Chironomidae sp.  water mite diet isolate 4254-BHL032417-GBD21046_26358-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTTATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGATGATCAAATTTATAATGTTATTGTTACTGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606445 Chironomidae sp.  water mite diet isolate 4255-BHL032417-GBD12627_23679-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTCTTATTCGACTAGAATTAGGACA

CCCAGGCTCATTCATTGGAGAAGAACAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606446 Chironomidae sp.  water mite diet isolate 4262-BHL032417-GBD9556_11594-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTATGACAC

CCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTACTTGTTACTGCACATGCTTTTGTAATAATTTTTTTTCTAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGACTATTACCCCCTTCATTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606447 Chironomidae sp.  water mite diet isolate 4264-BHL032417-GBD13149_11445-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACC

CAGGCACTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606448 Chironomidae sp.  water mite diet isolate 4269-BHL032417-GBD29106_16971-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGCACAC

CCAGGATCATTAATCGGAGACGATCAAATTTATAATGCACTTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATATTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCAGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606449 Chironomidae sp.  water mite diet isolate 4283-BHL032417-GBD21427_5669-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGACTGGAATTAGGACAC

CCAGGCTCATTAATCTGAGACGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCACCATCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606450 Chironomidae sp.  water mite diet isolate 4291-BHL032417-GBD15009_18598-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTCTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATACA

GGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATAC

CAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAAT

AATATAAGATTTTGATTGTTACCCCCATCATTAACTTTATTATTATCTAGATCAATAGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606451 Chironomidae sp.  water mite diet isolate 4297-BHL032417-GBD18081_19797-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCATTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCACATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTTATAATTTTTTTCATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGACATAGCTTTTCCGCGAAT

AAATAATATAAGATTCTGATTATTACCCCCTTCATTAACCTTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606452 Chironomidae sp.  water mite diet isolate 4299-BHL032417-GBD27491_19099-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGACTAGAATTCGGATA

CCCAGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTCGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606453 Chironomidae sp.  water mite diet isolate 4321-BHL032417-GBD7587_23790-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTTATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTTATATTAGGAGCTCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCACTAACCTTACTTTTATCAAGAAAAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606454 Chironomidae sp.  water mite diet isolate 4331-BHL032417-GBD25778_11841-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTCGGCACTTCCTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGAACATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCCGATATAGCTTTTCCGCGAATA

AATAACATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606455 Chironomidae sp.  water mite diet isolate 4342-BHL032417-GBD12538_23155-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTGTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCATTTCCGCTAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTTTTATCAAGATCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606456 Chironomidae sp.  water mite diet isolate 4350-BHL032417-GBD21912_10449-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTACCGCGAA

TAAATAATATAAGATTTTGAATATTACCACCATCAATAACCTTACTAATATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606457 Chironomidae sp.  water mite diet isolate 4355-BHL032417-GBD6656_10990-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTATTACCACCATCATTAACCTTACTTTTATCAAGAGCAGTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606458 Chironomidae sp.  water mite diet isolate 4368-BHL032417-GBD25214_18127-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGCTTTGGTAATTGATTAGTACCTTTGATATTAGGGGCCCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGACTATTACCCCCTTCATTAACCTTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606459 Chironomidae sp.  water mite diet isolate 4369-BHL032417-GBD14543_2684-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

ACCAGTCTCAATAATCGTAGACGATCTAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATTCCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGCGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606460 Chironomidae sp.  water mite diet isolate 4370-BHL032417-GBD22282_22734-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTTATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCCTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGTCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606461 Chironomidae sp.  water mite diet isolate 4371-BHL032417-GBD14258_4446-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATTCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGTTTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCGTCTTTAACTTTATTATTATCTAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606462 Chironomidae sp.  water mite diet isolate 4374-BHL032417-GBD4095_16173-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCTGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGATGCTTTGGAAATTGATTAGTACCTTTAATATTAGGTGCTCCTGATATAGATTTTCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCCTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606463 Chironomidae sp.  water mite diet isolate 4375-BHL032417-GBD4744_23195-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTCATTTTTTGGAGCTTGATCGGGATTAGTAGGCACTTCTTTAAGATTTTTATTTCGACTAGAATTAGGAC

ACCCAGGCTCTTTAATCGGAGACGATCAATTTTATAATGTAATTGTTACAGCACATGCTTTTGTATTAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGAGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606464 Chironomidae sp.  water mite diet isolate 4377-BHL032417-GBD28573_17285-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTCTTATTCGACTAGAATTAGGACT

ACCAGGATCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTATAGCACATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606465 Chironomidae sp.  water mite diet isolate 4379-BHL032417-GBD27774_15763-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATTTTTATTCGAGTAGAATTAGGACA

ACCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGACTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTTTCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606466 Chironomidae sp.  water mite diet isolate 4395-BHL032417-GBD4411_12160-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGCACTTCTTTAAGTATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTACTACCCCCTTCATTAACCTTACCTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606467 Chironomidae sp.  water mite diet isolate 4404-BHL032417-GBD6632_21689-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAAAATTAGGACACC

CAGGATCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGCTTTGGGAATTGATTAGTACCTTTGATATTAGGGACTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACCCTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606468 Chironomidae sp.  water mite diet isolate 4405-BHL032417-GBD29246_17487-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTACGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGAATGTTGCCCCCTTCA

Using NCBI BLASTN in June 2018, this sequence was 98.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606469 Chironomidae sp.  water mite diet isolate 4415-BHL032417-GBD27504_15800-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATATTAATTCGAGTAGAACTAGGACA

ACCAGGTTCATTAATCAGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606470 Chironomidae sp.  water mite diet isolate 4434-BHL032417-GBD5874_8873-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATTTTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTCTAATTCGACTAGAATTAGGACA

CCCAGGCCCATCAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCAGATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTGTTATCAAGATCAATTGTGGAAAATGGTGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606471 Chironomidae sp.  water mite diet isolate 4439-BHL032417-GBD15834_19218-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTTGGACA

ACCTGGCACATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGTTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606472 Chironomidae sp.  water mite diet isolate 4458-BHL032417-GBD21229_16695-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTTTTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGTCAC

CCAGGCTCATTAATCGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAATG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCACCATCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606473 Chironomidae sp.  water mite diet isolate 4465-BHL032417-GBD10327_10948-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGTTGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATATATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGTGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606474 Chironomidae sp.  water mite diet isolate 4474-BHL032417-GBD5905_24629-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTAGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGTACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTGTTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTCTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAGAGCAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606475 Chironomidae sp.  water mite diet isolate 4486-BHL032417-GBD24669_13748-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTATTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACGGCACACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGTGCTCCTGATATAGCATTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606476 Chironomidae sp.  water mite diet isolate 4490-BHL032417-GBD11816_28193-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTAGAGCTTGACCGGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTACTCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCCTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTGTATCAAGAGCAGTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606477 Chironomidae sp.  water mite diet isolate 4550-BHL032417-GBD17274_5319-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCTTCATTAACCTTACTTTTATCAAGCTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606478 Chironomidae sp.  water mite diet isolate 4633-BHL032417-GBD12519_18231-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGATATAGCTTTCCCCCGTC

TAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606479 Chironomidae sp.  water mite diet isolate 4786-BHL032417-GBD20905_20374-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCCAGTACGAGCTAAATTAGGACA

CCCCGGAGCATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATATGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606480 Chironomidae sp.  water mite diet isolate 4894-BHL032417-GBD16804_4186-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGGATATTAATTCGAGCCGAACTTGGCC

ATCCAGGTACCTTTATTGGATATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAACAATATAAGTTTTTGATTTCTTCCTCCCTCTCTATCTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ166684, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606481 Chironomidae sp.  water mite diet isolate 5082-BHL032417-GBD15155_21535-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGATTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCACTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGATTTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGATTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606482 Chironomidae sp.  water mite diet isolate 5113-BHL032417-GBD14453_27449-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGAAGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGCTGCCCCCATCATTAACTTTATTATTATCTAGAGCAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606483 Chironomidae sp.  water mite diet isolate 5122-BHL032417-GBD13602_26047-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGACA

ACCAGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTAGAGGATTTGGGAATTGATTGGTCCCTCTAATATTAGGAGCCCCAGACATAGCTTTCCCCCGTAT

AAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606484 Chironomidae sp.  water mite diet isolate 5134-BHL032417-GBD10826_19789-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTCATTTTCGGTGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATGCAGG

CTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATACCA

ATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAATAA

TATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606485 Chironomidae sp.  water mite diet isolate 5136-BHL032417-GBD19785_23655-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAGATTTATAACGTAATTGTTACTGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTGGTCCCTCTAATATTAGGAGCCCCAGACATAGCTTTCCCCCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCGTCATTAACTTTACCTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606486 Chironomidae sp.  water mite diet isolate 5231-BHL032417-GBD16783_19741-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGGACAT

CCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCGAATA

AATAATATAAGATTTTGACTTTTACCCCCTTCCTTAACATTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606487 Chironomidae sp.  water mite diet isolate 5271-BHL032417-GBD14961_3025-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCTGAACTTTCATTGGTGATGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TACACCTATTTTAATTTGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTAT

AAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTATCTTTACTTCTTTCTAATTCAATTGTAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606488 Chironomidae sp.  water mite diet isolate 5296-BHL032417-GBD13789_2565-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGACA

CCCCGGTGCATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCGCTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATATGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGTTCAATTGTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606489 Chironomidae sp.  water mite diet isolate 5302-BHL032417-GBD17853_28427-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGCGCCTGATCTGGGATATTCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGACGACCC

GGAACTTTCATTGGTGACGACCACATTTATAACATAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAATTGATTGGTCTCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTATAAATA

ATATAAGTTTTTGGTTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606490 Chironomidae sp.  water mite diet isolate 5308-BHL032417-GBD14621_28717-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

AGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTCTGATTGTTGCCCCCATCATTTACCTTATTGTTATCTAGAGCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606491 Chironomidae sp.  water mite diet isolate 5310-BHL032417-GBD19842_4870-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCCTGATCTGGGATAATCGGGACTTCTTTAAGAATGCTTATTCGAGCAGAATTAGGAC

TACCCGGTACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCCTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAACTTTCCCCCGTAT

AAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606492 Chironomidae sp.  water mite diet isolate 5318-BHL032417-GBD13686_15613-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATACTTCATTTTGGGGGCTTGATCCGGAATAGTAGGTACTTCCTTAAGTATGCTTATTCGAACAGAATTAGGAC

GACCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGA

ATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KP040037, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606493 Chironomidae sp.  water mite diet isolate 5324-BHL032417-GBD4571_6941-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGTATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCCATTTTAATTGGAGGATTTTGGAATTGATTTGTCCCTCTTATATTAGGAGCCCCCGACATAGCTTTCCCCCGTA

TAAATAATATAAGGTTTTGGCTTTTACCCCCGTCAATAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606494 Chironomidae sp.  water mite diet isolate 5325-BHL032417-GBD29388_14585-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGAGCCTGATCTGGGATAATAGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGAGACGATCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTGGTCCCTCTAATATTAGGTGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCTTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606495 Chironomidae sp.  water mite diet isolate 5326-BHL032417-GBD15886_6654-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGCTACATCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTGTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCAACATTAACTTTATTGTTATCGAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606496 Chironomidae sp.  water mite diet isolate 5442-BHL032417-GBD3863_21086-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTGGGAACTTCTTTAAGATTTCTAATTCGAGCGGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGATTTTGATTGTTGCCACCATCATTAACTTTATTGTTATCTAGAACAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606497 Chironomidae sp.  water mite diet isolate 5463-BHL032417-GBD13752_22132-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTATTAGAATGTTTATTCGAGCAGAATTAGGACGACCC

GGAACTTTCATTGGTGACGACCAAATTTGTAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTAATATTAGGAGCCCCAGACATAGCTTTCCCCCGTATAAAT

AATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606498 Chironomidae sp.  water mite diet isolate 5511-BHL032417-GBD27410_18793-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGTACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGTTCTATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606499 Chironomidae sp.  water mite diet isolate 5525-BHL032417-GBD16530_4503-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCAGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACACGTAACCTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATGATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGCTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606500 Chironomidae sp.  water mite diet isolate 5554-BHL032417-GBD18876_13127-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTAATACCACCATCATTAACCTTGCGTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606501 Chironomidae sp.  water mite diet isolate 5556-BHL032417-GBD12273_5238-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGGGACGACCAAATTTATAACGTAATTGTTAAAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTGATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCCTTTACCCCCGTCATTAACTTTACTTCTTTCTAATTCAATTGTAGCAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606502 Chironomidae sp.  water mite diet isolate 5559-BHL032417-GBD20968_4820-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGGCCAGGAACTTTTTTTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCG

AATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTACTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606503 Chironomidae sp.  water mite diet isolate 5583-BHL032417-GBD5917_6622-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTATTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606504 Chironomidae sp.  water mite diet isolate 5675-BHL032417-GBD15002_10750-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGATACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTATCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606505 Chironomidae sp.  water mite diet isolate 5694-BHL032417-GBD14377_5302-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGGCCATGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGTGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGAA

TAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCCTCTTTCTAGTTCTTCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606506 Chironomidae sp.  water mite diet isolate 5781-BHL032417-GBD29503_14735-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTATCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCAGATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAACACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606507 Chironomidae sp.  water mite diet isolate 5855-BHL032417-GBD11627_24603-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCTAGTACGAGCTAAATTAGGACA

CCCCGGGGCATTAATTGGAGACGATCAAATTTATAACGTAATGATTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606508 Chironomidae sp.  water mite diet isolate 5874-BHL032417-GBD21622_10826-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCG

AATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCATCTTTCTAGTTCAATAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606509 Chironomidae sp.  water mite diet isolate 5883-BHL032417-GBD14279_8099-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCGTGATCAGGAATACTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTGATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCTCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGTGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606510 Chironomidae sp.  water mite diet isolate 5894-BHL032417-GBD26223_12823-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCCATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAG

GACCCGGAACTTTCATTGGTGACGACCAAATTTCTAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCGATTTTAATTGGAGGATTGGGAAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAACTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTATACCCTCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606511 Chironomidae sp.  water mite diet isolate 5992-BHL032417-GBD12064_3410-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATTAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606512 Chironomidae sp.  water mite diet isolate 6191-BHL032417-GBD21644_12477-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTGGGAAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTATACCCGCGTCATTAACATTACTTCTTTCTAGTGCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606513 Chironomidae sp.  water mite diet isolate 6250-BHL032417-GBD16455_21942-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCACATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCAACTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACCTTTATCAAGACCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606514 Chironomidae sp.  water mite diet isolate 6458-BHL032417-GBD18470_12375-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CAGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCG

AATAAATAATACAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTACTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606515 Chironomidae sp.  water mite diet isolate 6613-BHL032417-GBD11257_2698-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGACA

CCCCGGGGCATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTATCACTAATATTAGGTGCACCAGATATATCTTTCCCTCGAAT

AAATAATATATGCTTTTGACTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606516 Chironomidae sp.  water mite diet isolate 6704-BHL032417-GBD12053_3549-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGATTGACCGGGAATAGTAGACACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGAC

ACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGTCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAATATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606517 Chironomidae sp.  water mite diet isolate 7152-BHL032417-GBD22826_6613-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCAGATCAGGTATAGTAGGTACTTCCCTTAGTATTCTAGTACGAGCTGAATTAGGACA

CCCCGGGATATTAATTGGAGACGATCAAATTTATAACGTAATCGTTACAGCTCATGCCTTTTTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTACCTCGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606518 Chironomidae sp.  water mite diet isolate 7198-BHL032417-GBD25071_14512-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGGCCAGGAACTTTTATTGGAGATGATCAATTCTATAATGTAATTGTAACTGCACATGTTTTTATTATATTTTTTTTTATAG

TTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGA

ATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACCCTTCTTCTTTCTAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606519 Chironomidae sp.  water mite diet isolate 7620-BHL040517-GBD10501_5550-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTATTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606520 Chironomidae sp.  water mite diet isolate 7637-BHL040517-GBD8073_12988-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTCTATTTTTGGGGCCTGATCGGGGATAGTAGGCACATCCTTAAGAATACTAATTCGTGCTGAGTTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAAATGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTCTGATTACTCCCACCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606521 Chironomidae sp.  water mite diet isolate 7646-BHL040517-GBD5245_18399-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACTTCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CCCCCAGGAACATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTATACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAAAAATATAAGTTTCTGATTACTCTCTCCTTCTCTTACTCTATTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606522 Chironomidae sp.  water mite diet isolate 7651-BHL040517-GBD18097_9913-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCATGCTGGATTAGGT

CACCCAGGAACATTGATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCAGAAATTGACTTTTACCTTTAATATTAGGAGCCCATGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATAGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606523 Chironomidae sp.  water mite diet isolate 7671-BHL040517-GBD2625_13176-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606524 Chironomidae sp.  water mite diet isolate 7709-BHL040517-GBD22410_21485-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATACTAATTCGTGCTGAATTAGGTCAC

CCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAAATGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KM993958, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606525 Chironomidae sp.  water mite diet isolate 7771-BHL040517-GBD4628_17393-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGTGCCTGATCGGGAATAGTAGGAACTTCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTGTACCTTTAATATTAGGAGCACCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAATTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606526 Chironomidae sp.  water mite diet isolate 7776-BHL040517-GBD28294_19310-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGAGCTGAATTAGGTC

ACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTTGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTATCTCTTTTATTGTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR278209, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606527 Chironomidae sp.  water mite diet isolate 7805-BHL040517-GBD4439_10205-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGGGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTCTGATTATTGCCACCTTCTCTTACCCTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606528 Chironomidae sp.  water mite diet isolate 7809-BHL040517-GBD26660_17179-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGAACTTCATTAAGAATACTAATTCATGCTGAATTAGGT

CACCCAGGAACATTCATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGACTACTCCCTCCTTCTCTTACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606529 Chironomidae sp.  water mite diet isolate 7822-BHL040517-GBD27248_9993-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATACTAATTCGAGCTGAATTAGGTC

ATCCAGGAACATTAATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR278209, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606530 Chironomidae sp.  water mite diet isolate 7852-BHL040517-GBD24632_25377-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCCTGATCAGGTATAGTAGGTACATCCCTAAGAATACTAATTCGTGCTGAATTAGGTC

ACCCAGGAACATTAATTAGTGACGACCAAATTTATAATGTAATTGTTACAGCCAATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTTGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCATTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KM993958, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606531 Chironomidae sp.  water mite diet isolate 7861-BHL040517-GBD20616_22570-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACTTCCCTAAGAATACTAATTCGAGCTGAACTAGGTC

ACCCAGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTAACCCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278209, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606532 Chironomidae sp.  water mite diet isolate 7903-BHL040517-GBD20393_21483-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATATTAATTCGTGCTGAATTAGGTC

ACCCAGGAACATTAATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGATTACTCCCACCTTCTCTATCACTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR278209, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606533 Chironomidae sp.  water mite diet isolate 7927-BHL040517-GBD28096_18421-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGTATAGTAGGTACATCCCTATGAATACTAATTCGAGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATCCCAATTTTAATTGGAGGGTTCGGAAATCGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTATCTCTTTTACTTTCTGGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606534 Chironomidae sp.  water mite diet isolate 7932-BHL040517-GBD13529_2705-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGAGCTGAATTAGGC

CACCCAGGAACATTAATTGGGGACGACCAAATTTATAATGTAATTGTTACATCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTCACCTTTAATATTAGGAGCCCCTGGTATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606535 Chironomidae sp.  water mite diet isolate 7945-BHL040517-GBD9360_24584-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTCAGAAATTGACTTGTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCCCCTTCTCTTACTCTTTTGCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606536 Chironomidae sp.  water mite diet isolate 7949-BHL040517-GBD14228_3659-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAAAATACTAATTCGAGCTGAATTAGGT

CACCCATTAACATTAATTGGTGACGTCCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTACAATTTTTTTTATAG

TTATCCCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAATTCAATTGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606537 Chironomidae sp.  water mite diet isolate 7986-BHL040517-GBD8411_24083-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGCTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATA

GTTATACCTATTTTAATCGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTTCTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGCAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606538 Chironomidae sp.  water mite diet isolate 8007-BHL040517-GBD9335_16961-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGTATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATCCCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGAGATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTGCACTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

AC

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606539 Chironomidae sp.  water mite diet isolate 8027-BHL040517-GBD6493_4857-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGAGGCCTGATCTGGTATAGTAGGTACTTCCCTAAGAATGCTAATTCGTGCTGAATTAGGTC

ACCCAGGAACATTTATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAATTCAATTGTAGAAGATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606540 Chironomidae sp.  water mite diet isolate 8030-BHL040517-GBD5065_10166-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCTTAAGAATACTAATTCGTGTTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGAACAAATTTATAATGTAATTGTTACATCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTCTGATTACTACCTCCTTCTCTTTCTCTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606541 Chironomidae sp.  water mite diet isolate 8042-BHL040517-GBD18503_2797-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGGGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTATAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGAGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATGGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAATTCAATTGTTGAAAATGGAGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606542 Chironomidae sp.  water mite diet isolate 8057-BHL040517-GBD17125_5854-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGGGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTTCTTCTCTTTCCCTTTTACCTTCTAGTTCAAATGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606543 Chironomidae sp.  water mite diet isolate 8063-BHL040517-GBD12845_26177-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCATTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTCATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTTTACCTATAATATTAGGAGCCCCTGATATAGCCTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCCCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606544 Chironomidae sp.  water mite diet isolate 8092-BHL040517-GBD18034_28163-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGTTCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGGGCTGAATTAGGT

CCACCCGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGACATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCCCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606545 Chironomidae sp.  water mite diet isolate 8093-BHL040517-GBD16859_5610-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGAGCTGAATTAGG

ACACCCAGGAACATTAATTGGAGACGACCAACTTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTAT

AGTTATACCAATTTTAATTGGAGGGTGTGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCG

AATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606546 Chironomidae sp.  water mite diet isolate 8119-BHL040517-GBD6396_17559-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCATGCTGAATTAGGT

CACCCAGGAACTTTAATTGGTAACGTCAAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTCGGAAATTTACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAATTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606547 Chironomidae sp.  water mite diet isolate 8131-BHL040517-GBD28195_16250-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCAGAATTAGGT

CACCCATTAACATTAATAGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATGTGAATTGGAGGATTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606548 Chironomidae sp.  water mite diet isolate 8136-BHL040517-GBD14658_10335-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGGATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCCCTTTCTCTTTTACTTTCAAATAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606549 Chironomidae sp.  water mite diet isolate 8141-BHL040517-GBD17957_25923-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGTTAGTAGGGACATCCCTAAGAATACTAATTCGTGTTGAATTAGGT

CACCCAGGAACATTAATTGATGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTGTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTCTGATTACTCCCTCCTTCTCTAACTCTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606550 Chironomidae sp.  water mite diet isolate 8171-BHL040517-GBD15777_27872-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGTACATCCCTAAGAATACTAATTCGTGCTGCATTAGGT

CACCCAGGAACATTAATTGGTGACGACCACATTTATAATGTACTTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTCTACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTGCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606551 Chironomidae sp.  water mite diet isolate 8226-BHL040517-GBD13142_24697-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGCCCTGATCGGGGATAGTTGGGATATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTGCGCGTTTACTGTCTAGTGCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606552 Chironomidae sp.  water mite diet isolate 8229-BHL040517-GBD20048_16208-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGTTGAATTAGGTC

ACCCAGGAACATTAATTGGTGACGACCATATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGACTTTTACCTCTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGATTACTACCTCCTTCTCTTACACTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278209, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606553 Chironomidae sp.  water mite diet isolate 8238-BHL040517-GBD10336_2451-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGTACATCCCTAAGAATACTAATTCGTGCTGAATTAGTT

CACCCAGGAACATTAATTGGTGACGACCAAGTTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCAGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCTTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTATCTCTATTACTGTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606554 Chironomidae sp.  water mite diet isolate 8243-BHL040517-GBD19028_14652-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCCAATTTATAATGTAATTGTTATGGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606555 Chironomidae sp.  water mite diet isolate 8245-BHL040517-GBD27413_16190-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGGGCTTGATCGGGGATAGTAGGGACTTCTCTAAGTATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGACCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGAGTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCGGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606556 Chironomidae sp.  water mite diet isolate 8265-BHL040517-GBD12530_28079-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCTGGGATAGTAGGGACTTCTCTAAGAATACTAATTCGTGCTGAATTAGGT

CAACCAGGGACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAACCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTGTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTGTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606557 Chironomidae sp.  water mite diet isolate 8290-BHL040517-GBD5187_15478-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGTACATCCCTAAGAATACTAATTCGTGTTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTGATACCAATTTTAATTGGAGGGTTCGGAAATTGACTAGTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCG

AATAAATAATATAAGTTTCTGATTACTCCCCCCTTCTCTTTCCCTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606558 Chironomidae sp.  water mite diet isolate 8293-BHL040517-GBD24156_7040-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCGGGGATAGTAGGGACATCTCTAAGAATACTAATTCGTGCTGAACTAGGT

CAACCAGGAACATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGG

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606559 Chironomidae sp.  water mite diet isolate 8304-BHL040517-GBD23966_22470-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTACTCTTTCTCATTTACTTGCTAGTTCAATTGTAGAAAATGGCGCTGAA

AC

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606560 Chironomidae sp.  water mite diet isolate 8319-BHL040517-GBD19617_22642-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGTTACATCCCTAAGAATACTAATTCGTGCGGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATCTTAATTGGAGGCTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606561 Chironomidae sp.  water mite diet isolate 8327-BHL040517-GBD26749_19006-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGTTACATCCATAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGAGACGAACAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATCCCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTATCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606562 Chironomidae sp.  water mite diet isolate 8331-BHL040517-GBD25223_23080-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGTGACATCCTTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCGATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTGCTCTAACACTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606563 Chironomidae sp.  water mite diet isolate 8347-BHL040517-GBD23360_5677-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTATGA

CACCCAGGAACATTATTTGGTGAAGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTATCTGATTACTCCCTCCTTCTCTTACCCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606564 Chironomidae sp.  water mite diet isolate 8348-BHL040517-GBD13589_5067-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGTTAGTAGGGACATCCCTAAGAATACTAATTCGAGCTAAATTAGGT

CACCCAGTAACATTAATTGGTGACGTCCATATTTATAATGTAATTGTTACAGCCCATGCCTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGCTATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTGGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606565 Chironomidae sp.  water mite diet isolate 8358-BHL040517-GBD16179_2552-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATGCGAGCTGAATCAGG

TCACCCAGGAACATTAATTGGTGACGACTCAATTTATATTGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606566 Chironomidae sp.  water mite diet isolate 8361-BHL040517-GBD10222_14447-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGGGCTTGATCGGGGATAGTAGGGACATCCCTTAGAATACTAATTCATGCTGAATTAGGT

CACCCATGAACATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTCTAATTGGAGGATTCGGAAATTGACTTTTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606567 Chironomidae sp.  water mite diet isolate 8362-BHL040517-GBD20705_5306-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCCTGATCAGGGATAGTAGGGACATCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTTTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM993958, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606568 Chironomidae sp.  water mite diet isolate 8413-BHL101416-GBD13193_28968-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGA

GCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606569 Chironomidae sp.  water mite diet isolate 8458-BHL101416-GBD3431_8890-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGACAT

CCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTCATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCGAATA

AATAATATAAGATTTTGACTTTTACCCCCTTCCTTAACATTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606570 Chironomidae sp.  water mite diet isolate 8459-BHL101416-GBD18536_4737-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACATCCCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTCAATATTAGGAGCACCTGTTATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606571 Chironomidae sp.  water mite diet isolate 8680-BHL101416-GBD24557_17787-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGACA

CCCCGGGGCATTAATTGGAGACGATCAAATTTATAACTTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATATGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606572 Chironomidae sp.  water mite diet isolate 8752-BHL101416-GBD16465_18601-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTTTTAGAATATTAATTCGAGTTGAATTAGGAC

ATCCTGGAAGATTAATTGGAGATGATCAAATTTATAATGCTATTGTAACAGCACATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCGA

ATAAATAATATAAGATTTTGACTATTACCCCCTTCCTTAACATTACTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606573 Chironomidae sp.  water mite diet isolate 8776-BHL101416-GBD23308_26878-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTTGGCCA

TCCAGGAACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGGCTTGTACCTCTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AACAATATAAGTTTTTGATTGCTACCTCCATCTCTAACTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ166684, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606574 Chironomidae sp.  water mite diet isolate 8803-BHL101416-GBD2491_17109-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTATAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTACATTAACCTGACGTTTATCAAGATCAATAGTAGAAAATGGAGCTGAAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606575 Chironomidae sp.  water mite diet isolate 8854-BHL101416-GBD6110_19403-Lq60 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTGTAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606576 Chironomidae sp.  water mite diet isolate 8869-BHL101416-GBD7256_8713-Lq60 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCACTAAGAATGCTTGTTCGAGCAGAATTAGGAC

GACCTGGAACCTTTATTGGAGACGATCAAATTTATAATGTAATCGTTACAGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTCCCTTTAATGCTAGGGGCCCCAGATATGGCCTTCCCTCGG

ATAAATAATATAAGTTTCTGACTTTTACCCCCTTCGCTTACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM993512, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606577 Chironomidae sp.  water mite diet isolate 8966-BHL032417-GBD24308_11360-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATACTGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCATCAATAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606578 Chironomidae sp.  water mite diet isolate 9603-BHL032417-GBD4875_9242-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCACTAAGAATGCTTGTTCGAGCAGAATTAGGAC

GACCTGGAACCTTTATTGGAGACGATCAAATTTATAATGTAATCGTTACAGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTCCCTTTAATGCTATGGGCCCCAGATATGGCCTTCCCTCGGA

TAAATAATATAAGTTTTTGACTTTTACCTCCTTCGCTTACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KM993512, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606579 Chironomidae sp.  water mite diet isolate 9640-BHL032417-GBD23597_9796-Lq56 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTGTGATTGTTGCCCCCATCATTAACTCTATTGTTATCTAGATCAACTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606580 Chironomidae sp.  water mite diet isolate 10239-BHL040517-GBD16818_15461-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGGTCTGGTATAGTAGGAACTTCACTAAGAATGCTTGTTCGAGCAGAATTAGGAC

GACCTGGAACCTTTATTGGAGACGATCAAATTTATAATGTAATCGTTACAGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTCCCTTTAATGCTAGGAGCCCCAGATATGGCCTTTCCTCAGA

TAAATAATATAAGTTTTTGACTTTTACCTCCTTCGCTTACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KM993512, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606581 Chironomidae sp.  water mite diet isolate 10325-BHL040517-GBD29090_13162-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGACTTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGCTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAAGTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAAAAATATAAGATTTTGATTATTACCCCCTACATTAACCTGACTTTTATCGAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606582 Chironomidae sp.  water mite diet isolate 10448-BHL040517-GBD6612_19874-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTTGAATTAGGACAC

CCAGGCTCATTTATCGGAGAAGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGACTATTACCCCCTTCATTAACCTTACTTCTATCGAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606583 Chironomidae sp.  water mite diet isolate 10516-BHL040517-GBD21635_8263-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTCAAGAATTTTAATTCGACTAGAATTAGGACACC

CTGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAAGGA

TACCCATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCGAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606584 Chironomidae sp.  water mite diet isolate 10587-BHL040517-GBD12441_16828-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACGCCCA

GGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGATG

CCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTCCCGCGAATAAAT

AATATAAGATTTTGACTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606585 Chironomidae sp.  water mite diet isolate 10718-BHL101516-GBD3684_9927-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606586 Chironomidae sp.  water mite diet isolate 10777-BHL101516-GBD25197_21702-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGTTAGGACGGCCA

GGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTATAGTTATAC

CGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCGAATAAAT

AATATAAGATTTTGACTTCGCCCACCGTCTCTTTCTCTTCTCCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ208847, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606587 Chironomidae sp.  water mite diet isolate 10914-BHL101516-GBD23010_3753-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606588 Chironomidae sp.  water mite diet isolate 10946-BHL101516-GBD18241_28737-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGAACAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606589 Chironomidae sp.  water mite diet isolate 10949-BHL101516-GBD23447_14534-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATCTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAAATGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTCG

AATAAATAACATAAGATGCTGGTTACTACCTCCGTCTATTACTTTGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606590 Chironomidae sp.  water mite diet isolate 11002-BHL110116-GBD10511_11214-Lq74 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAGTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606591 Chironomidae sp.  water mite diet isolate 11005-BHL110116-GBD20369_13506-Lq74 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGGTATGGCCTTTCCTCG

AATAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606592 Chironomidae sp.  water mite diet isolate 11006-BHL110116-GBD21751_17194-Lq74 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606593 Chironomidae sp.  water mite diet isolate 11008-BHL110116-GBD15956_16824-Lq74 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606594 Chironomidae sp.  water mite diet isolate 11015-BHL110116-GBD8688_8591-Lq75 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTCTGATTATTACCCCCGTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606595 Chironomidae sp.  water mite diet isolate 11017-BHL110116-GBD18081_6548-Lq75 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTCATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCTTTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATTGGAGGCTTTGGAAATTGACTAGTACCACTAATACTTGGAGCCCCTGATATGGCTTTTCCTC

GAATAAATAACATAAGATTCTGGTTACTACCCCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606596 Chironomidae sp.  water mite diet isolate 11019-BHL110116-GBD23733_17195-Lq75 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTGTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606597 Chironomidae sp.  water mite diet isolate 11021-BHL110116-GBD26364_14472-Lq75 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTTGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAATTGGTGATGATCAAATTTATAATATTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCATTTCCTCG

AATAAATAACATAAGGTTCTGGTTACTACCTCCGTCTATATCTTGGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606598 Chironomidae sp.  water mite diet isolate 11022-BHL110116-GBD18398_15065-Lq75 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGTGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGAGCTCCAGATATAGCATTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606599 Chironomidae sp.  water mite diet isolate 11025-BHL110116-GBD13658_20243-Lq76 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTAGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGAACAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATCTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATAAAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606600 Chironomidae sp.  water mite diet isolate 11029-BHL110116-GBD13852_14602-Lq76 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATGCCTATTTTGATTGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTCG

AATAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606601 Chironomidae sp.  water mite diet isolate 11172-BHL110116-GBD22148_4144-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATTTTAATTCGACTAGAATTAGGACACCCA

GGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGATA

CCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAAT

AATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606602 Chironomidae sp.  water mite diet isolate 11216-BHL110116-GBD9556_13759-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GACTAGAATTAGGACACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTA

ATAATTTTTTTTATAGTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGAT

ATAGCTTTTCCGCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAG

AAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 99.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606603 Chironomidae sp.  water mite diet isolate 11293-BHL110116-GBD25098_20598-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATCTTTTATTTTTGGAGCTTTATCGGGTATAGTATGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACC

CAGGCTCATTAATCTGAGACCATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATCATTTTTTTTATAGTGAT

ACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGTGGCTCCTGATATAGCTTTTCCGCGAATAAA

TAATATAAGATTTTGATTATTACCCCCTGCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGCGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606604 Chironomidae sp.  water mite diet isolate 11402-BHL101516-GBD7401_21031-Lq78 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGA

GATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGACAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606605 Chironomidae sp.  water mite diet isolate 11411-BHL101516-GBD26908_21095-Lq78 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGTCAC

CCAGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCAGCATTAACCTTACTATTATCAAGATGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606606 Chironomidae sp.  water mite diet isolate 11420-BHL101516-GBD11183_13792-Lq78 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGGGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTCG

AATAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606607 Chironomidae sp.  water mite diet isolate 11449-BHL101516-GBD23142_4307-Lq79 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAACTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGAGCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGACTATTACCCCCATCATTAACCTGACTATTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606608 Chironomidae sp.  water mite diet isolate 11451-BHL101516-GBD15059_10691-Lq79 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGAGGCTCCTGATATAGCTTTTCCGCCAAT

AAATAAAATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGGAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606609 Chironomidae sp.  water mite diet isolate 11472-BHL101516-GBD13108_28962-Lq79 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATATTAATTGGAGGAATTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATGTGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606610 Chironomidae sp.  water mite diet isolate 11475-BHL101516-GBD13345_14678-Lq79 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAAAATTAGGACG

CCCAGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGGGCTCCAGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606611 Chironomidae sp.  water mite diet isolate 11495-BHL101516-GBD18291_2184-Lq80 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTCCCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606612 Chironomidae sp.  water mite diet isolate 11500-BHL101516-GBD24252_9272-Lq80 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGACCAGAATTAGGACACGCAG

GCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATACC

AATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAATA

ATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATGATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606613 Chironomidae sp.  water mite diet isolate 11502-BHL101516-GBD28466_10890-Lq80 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGGGCTTGATCCGGAATAGTGGGGATTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGTAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGTTCATGCATTTATTATAATTTTTTTTAT

TGTAATACCTATTTTGTTCGGAAGCTTTGGAAATTCACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTCG

AATAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTATCTAGATCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606614 Chironomidae sp.  water mite diet isolate 11506-BHL101516-GBD17359_19173-Lq80 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGCTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAAGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGACCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606615 Chironomidae sp.  water mite diet isolate 11530-BHL101516-GBD12626_16666-Lq81 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTTGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606616 Chironomidae sp.  water mite diet isolate 11684-BHL101516-GBD21644_14632-Lq81 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGTATTTTTATTCGACTAGAATTAGGTCAC

CCAGGCTCATTAATCGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCTGATATAGCTTTTCCGCGGATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606617 Chironomidae sp.  water mite diet isolate 11750-BHL101516-GBD19828_5427-Lq82 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATCTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTCTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606618 Chironomidae sp.  water mite diet isolate 12052-BHL040517-GBD13193_28968-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGA

GCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606619 Chironomidae sp.  water mite diet isolate 12097-BHL040517-GBD3431_8890-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGACAT

CCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTCATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCGAATA

AATAATATAAGATTTTGACTTTTACCCCCTTCCTTAACATTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606620 Chironomidae sp.  water mite diet isolate 12098-BHL040517-GBD18536_4737-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACATCCCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTCAATATTAGGAGCACCTGTTATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606621 Chironomidae sp.  water mite diet isolate 12319-BHL040517-GBD24557_17787-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGACA

CCCCGGGGCATTAATTGGAGACGATCAAATTTATAACTTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATATGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606622 Chironomidae sp.  water mite diet isolate 12391-BHL040517-GBD16465_18601-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTTTTAGAATATTAATTCGAGTTGAATTAGGAC

ATCCTGGAAGATTAATTGGAGATGATCAAATTTATAATGCTATTGTAACAGCACATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCGA

ATAAATAATATAAGATTTTGACTATTACCCCCTTCCTTAACATTACTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606623 Chironomidae sp.  water mite diet isolate 12415-BHL040517-GBD23308_26878-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTTGGCCA

TCCAGGAACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGGCTTGTACCTCTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AACAATATAAGTTTTTGATTGCTACCTCCATCTCTAACTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ166684, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606624 Chironomidae sp.  water mite diet isolate 12442-BHL040517-GBD2491_17109-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTATAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTACATTAACCTGACGTTTATCAAGATCAATAGTAGAAAATGGAGCTGAAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606625 Chironomidae sp.  water mite diet isolate 12523-BHL040517-GBD18838_4809-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGATCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAAT

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606626 Chironomidae sp.  water mite diet isolate 12536-BHL040517-GBD13225_20940-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606627 Chironomidae sp.  water mite diet isolate 12559-BHL040517-GBD28563_17839-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCTTGATCGGGACTAGTAGGCACTTCTTTAAGAATTTTAATTCGACTCGAATTAGGAC

ACACAGGCTCATTAATCGGAGACGATCAAATTTACAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATGGATTAGTACCTTTGATATTAGTGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCCAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606628 Chironomidae sp.  water mite diet isolate 12607-BHL040517-GBD29495_17504-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCTTGATCGGGACTAGTAGGCACTTCTTTAAAACTTTTAATTCGACTAGAATTAGGAC

ACCCAGGCTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCTGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606629 Chironomidae sp.  water mite diet isolate 12628-BHL040517-GBD22084_26729-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGAGACTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606630 Chironomidae sp.  water mite diet isolate 12634-BHL040517-GBD7356_9038-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTATGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTGTATTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCATCACTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606631 Chironomidae sp.  water mite diet isolate 12635-BHL040517-GBD9051_4571-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTTATTGTTACAGCACATGCTTATATAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTGTGATATTTGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606632 Chironomidae sp.  water mite diet isolate 12651-BHL040517-GBD23247_4247-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCCTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCTCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTATCTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606633 Chironomidae sp.  water mite diet isolate 12671-BHL040517-GBD27103_16236-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAACTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGATTATTTCCCCCTTCATTAACCTTACTATTATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606634 Chironomidae sp.  water mite diet isolate 12681-BHL040517-GBD17315_26845-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCG

AATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTATTACTCTTCTTCTTTCTAATTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606635 Chironomidae sp.  water mite diet isolate 12713-BHL040517-GBD23796_14046-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCCTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTCATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGAGTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606636 Chironomidae sp.  water mite diet isolate 12719-BHL040517-GBD21474_24693-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCATGCTCATTAATCTGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGCGTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCAGTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606637 Chironomidae sp.  water mite diet isolate 12740-BHL040517-GBD26230_10472-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGATTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAGATTGATTAGTACCTTTGATATTGGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAAAAATAAAAGAATTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606638 Chironomidae sp.  water mite diet isolate 12746-BHL040517-GBD13258_5111-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGAAGGCGGTTCTTTAAGAATTTGAATTCGACTAGAAGTAGGAC

ACCCAGTCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606639 Chironomidae sp.  water mite diet isolate 12750-BHL040517-GBD7007_20288-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATCAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATTATGTAATTGTTACAGCACATGCCTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTTGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACCTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606640 Chironomidae sp.  water mite diet isolate 12765-BHL040517-GBD2318_18236-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGCAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGTCA

CCCTGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCATTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACGTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606641 Chironomidae sp.  water mite diet isolate 12776-BHL040517-GBD17097_6725-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTAAGTAATCTAGTACGAGCTGAATTAGGACAC

CCCGGGGCATTAATTGGAGACGATCAAATTTGTAACGTAATGGTTACAGCACATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606642 Chironomidae sp.  water mite diet isolate 12840-BHL040517-GBD22237_26886-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GACACCTATTTTAATTGGAGGCGTTGGAAATTGATTATTACCTTTGATATTAAGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAGCCTTACTTTTATCAAGATCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606643 Chironomidae sp.  water mite diet isolate 12863-BHL040517-GBD16703_18007-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAAAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGTCTCCTGATATAACTTTTCCGCGAAT

AAATAATATAAGAGTTTGATTATTACCCCCATCATTAACCTTGCTTTTAGCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606644 Chironomidae sp.  water mite diet isolate 12864-BHL040517-GBD9337_6032-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTATGACAC

CCAGGCTCATTAATCGGAAGAGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTATATCAAGAGCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606645 Chironomidae sp.  water mite diet isolate 12873-BHL040517-GBD23807_23110-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGACTTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTAGTAATAATTTTTTTTATAGT

GATACCTATCTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCATCATTAACTGTACTTTTAGCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606646 Chironomidae sp.  water mite diet isolate 12884-BHL040517-GBD23419_23732-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATGTTAATTCGAGTAGAATTAGGAC

ACCCAGGCTCATTAATCGGAGAAGATCAGATTTATAATGTAATTGTTACAGCACTTGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606647 Chironomidae sp.  water mite diet isolate 12912-BHL040517-GBD3552_9692-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGTACTAGTTGGATCGTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATAATAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGAATGTTGCCCCCATCTTTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606648 Chironomidae sp.  water mite diet isolate 12936-BHL040517-GBD25618_10738-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606649 Chironomidae sp.  water mite diet isolate 12941-BHL040517-GBD12942_11927-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGTAGAATTATGACAT

CCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTTATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606650 Chironomidae sp.  water mite diet isolate 12962-BHL040517-GBD23045_5844-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCTAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

AATACCAATCTTAATTGGAGTATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGTACCTGATATGGCTTTCACACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATGATCTAGATCAAGTGTGGAAAATGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606651 Chironomidae sp.  water mite diet isolate 12976-BHL040517-GBD11978_28297-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCGGAATTAGGACAT

GCAGGATCATTAATTGGAGACGATCAAATTTCTAATGTAATTGGTACAGATCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATATTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606652 Chironomidae sp.  water mite diet isolate 12982-BHL040517-GBD12030_22853-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGTATAGTTGGAACTTCTTTAAGAATTCTAGTTCGAGCAGAGTTAGGACAT

GCAGGCTCAATAATTGGAGACGATCAAATTTATAATGTAATTGCTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAACAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606653 Chironomidae sp.  water mite diet isolate 13027-BHL040517-GBD29245_18396-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTCCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAACTCGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAACAATATAAGTTTTTGATTGTTGCCCCCATCAGTAAC

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606654 Chironomidae sp.  water mite diet isolate 13028-BHL040517-GBD8083_25604-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCCGGAATAGTTGTAACTTCTTTTAGAATTCTAATTCGAGCCGCATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCCTGCTTTTGTAATAATTTTTTTTATATTTA

TACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606655 Chironomidae sp.  water mite diet isolate 13031-BHL040517-GBD13844_2551-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCTAATTTATAATGTAATTGTTACAGTTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTTGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCATGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTGTTATTATCTAAATCAATTGTGGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606656 Chironomidae sp.  water mite diet isolate 13044-BHL040517-GBD4989_20860-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGTAACTTCTTTAAGAATTCTAATTCGATCAGCATTAGGACA

TGCAGTCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTGGGAGCACATGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606657 Chironomidae sp.  water mite diet isolate 13049-BHL040517-GBD23036_11408-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTCA

TGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTGATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606658 Chironomidae sp.  water mite diet isolate 13058-BHL040517-GBD28016_11458-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAGCTTGTTTAAGAATTCTAATTCGAGTAGAATTAGGAC

ATGCAGGCTCATTAATAGGAAAAGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TAATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTAATATCTAGATCAATTGTGGAAAATGGAGCCGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606659 Chironomidae sp.  water mite diet isolate 13063-BHL040517-GBD25973_5886-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTATCAAGAAGAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606660 Chironomidae sp.  water mite diet isolate 13064-BHL040517-GBD13452_28411-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTATTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCATATTTATAATGTATTTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTGATTAATATCTAGAGCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606661 Chironomidae sp.  water mite diet isolate 13067-BHL040517-GBD27406_19079-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTATTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGGTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCATGAA

TAAATAAAATAAGTTTTTGATTGTTGCCCCCAACATTAACTTTATTATTATCTAGATCAATTGCGGAAAATGGAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606662 Chironomidae sp.  water mite diet isolate 13078-BHL040517-GBD19216_5445-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTTGGACAT

GCCGGCTCATTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TATCATTCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTCTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606663 Chironomidae sp.  water mite diet isolate 13082-BHL040517-GBD15796_19429-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATATTAATTCGAGCAGAACTAGGACAT

CCAGGCTCATTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTAATAATTTTTTTTATAGTTA

TACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606664 Chironomidae sp.  water mite diet isolate 13090-BHL040517-GBD5893_17205-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAGCTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCTCGAA

TAAATAATATAATTTTTTTATTGTTGCCCCCATCATTAACTTTATCATTATCTAGGTTAATTGTGGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606665 Chironomidae sp.  water mite diet isolate 13094-BHL040517-GBD22582_10253-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAGGAATTCTAATTCGAGCAGATTTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAATTTTATAATGTAATTGTTACAGCTCATGCTTTTTTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGAATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGACTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606666 Chironomidae sp.  water mite diet isolate 13106-BHL040517-GBD19246_19624-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGGCAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCGCGAAT

AAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATGAATACTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606667 Chironomidae sp.  water mite diet isolate 13142-BHL040517-GBD15281_6011-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATCCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATGATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATATTGAAACTGACGAGTTCCTTTAATATTAGGAGCACCTGATATGGTTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAACTGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606668 Chironomidae sp.  water mite diet isolate 13144-BHL040517-GBD26347_10911-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGCTCAGAATTAGGACAT

GCAGGCTCATTAATTTGAGACGAGCAAATTTATAATTTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGGTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606669 Chironomidae sp.  water mite diet isolate 13157-BHL040517-GBD26448_18579-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATG

CAGGATCATTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTAT

ACCAATCTTAATTGGAGGATTTGGAAACTGACTAGGTCCTCTAATATTAGGAGCACCTGATATGGCTTTCCCATGAATAA

ATAATATAAGTTTTTGATTGTGGCCCCCATCATTAACTTTATTATTATCTAGAACAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606670 Chironomidae sp.  water mite diet isolate 13158-BHL040517-GBD28332_17572-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCCTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCACATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTTTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606671 Chironomidae sp.  water mite diet isolate 13196-BHL040517-GBD10334_5132-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTACGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGTTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGCTACTGCACATTCTTTCATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGTAATTGACTCGTGCCATTAATACTAGGAGCACCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATGACTTTCAAGAAGTATTGTAGAAAATGGGGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR287302, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606672 Chironomidae sp.  water mite diet isolate 13203-BHL040517-GBD25408_22607-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAGGACAA

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGACTATTGCCATTAATACTAGGAGCTCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR280729, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606673 Chironomidae sp.  water mite diet isolate 13246-BHL040517-GBD21251_24317-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGAC

AGCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTCGTGCCTTTAATACTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTATCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606674 Chironomidae sp.  water mite diet isolate 13247-BHL040517-GBD4089_14960-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGTATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTCTTGGAGATGATCAAATTTATAACGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAAATGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAAGAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGAAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606675 Chironomidae sp.  water mite diet isolate 13268-BHL040517-GBD14358_3350-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGATGGAACTTCCTTAAGAATATTAATGCGAGCTGAAGTAGGACA

TCCTGGTACTTTTATTGAAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGCGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606676 Chironomidae sp.  water mite diet isolate 13272-BHL040517-GBD24088_10742-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

AACCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTTCCATTAATACTAAGAGCCCCAGATATAGCTTTTCCTCCAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAAAATTATTACTTTCAAGAAGTATTATACAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606677 Chironomidae sp.  water mite diet isolate 13275-BHL040517-GBD25528_23780-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTTATTCGAGCTGAATTAGGAC

ATCCCGGTACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTTTTGCCATTAATACTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGACTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606678 Chironomidae sp.  water mite diet isolate 13295-BHL040517-GBD20623_15956-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACATCCA

GGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGATA

CCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAAT

AATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606679 Chironomidae sp.  water mite diet isolate 13307-BHL040517-GBD23392_26008-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGTATATTAATTCGGGCTGAACTAGGACAT

CCTGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTTAT

ACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAA

TAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606680 Chironomidae sp.  water mite diet isolate 13311-BHL040517-GBD23338_13904-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTATCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606681 Chironomidae sp.  water mite diet isolate 13314-BHL040517-GBD14278_6080-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAACTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAACATAAGTTTTTGATTATTACCCCCATCTCTAACCTTATTTCTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606682 Chironomidae sp.  water mite diet isolate 13315-BHL040517-GBD7618_7767-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGAAGCTTGATCAGGAATAGTTGGAACTTCCTTAAGAATTTTAATTCGAGCTGAATTAGGAC

ATCCTGGCACTTTTATTGGAGATGATCATATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGAATTGGGAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATAAAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606683 Chironomidae sp.  water mite diet isolate 13325-BHL040517-GBD17995_2521-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTTGGAGCATGAACAGGAATAGTTGGAACTTCCTTAAGAATACTAATGCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCCCGAAT

AAATAATATAAGTTTTTGATTATTATCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606684 Chironomidae sp.  water mite diet isolate 13332-BHL040517-GBD23336_22611-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCTGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606685 Chironomidae sp.  water mite diet isolate 13333-BHL040517-GBD3815_11910-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGTTGAATTAGCTCAT

CCTGGTACTTTTATAGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTATCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606686 Chironomidae sp.  water mite diet isolate 13336-BHL040517-GBD16766_23228-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGATCATTAATCGGTGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCATGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCACCATCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606687 Chironomidae sp.  water mite diet isolate 13338-BHL040517-GBD5466_16140-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGATTCTTGCCATTAATACTAGGAGCCCCAGATATAGCCTTCCCTCGAAT

AAATAATATAAGTTTTTGACTATTACCCCCATCTCTAACACTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606688 Chironomidae sp.  water mite diet isolate 13339-BHL040517-GBD25215_5161-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCATTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGATACTTTTATTGTAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTTGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AAAAATATAAGTTTTTGAGTATGACCCCCATCTCTAACATTATTACTATCAAGAAGTATTGTAGAAAATCGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606689 Chironomidae sp.  water mite diet isolate 13350-BHL040517-GBD24008_26047-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATCTTTTATTTTTGGAGCCTGCTCAGGACTAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATACTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTGTTAGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606690 Chironomidae sp.  water mite diet isolate 13356-BHL040517-GBD12938_18668-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCGGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAGTTAGGA

CATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCTATTAATACTAGGAGCCCCAGATATAGCCTTTCCTCGAA

TAAATAATATAAGTTTTTGTTTATTACCCCCACCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606691 Chironomidae sp.  water mite diet isolate 13357-BHL040517-GBD16624_2597-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTGTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGCGACTATCAAATTTATAATGTAATTGTTACAGAACATGCTTTTATAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTCCCCCCTTCATTAACCTTACTTTTATCAAGATCACTAGTAGAAAATGGTGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606692 Chironomidae sp.  water mite diet isolate 13363-BHL040517-GBD27569_17093-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCATTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAACTGACTATTGCCATTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTTTAACATTATTACTTTCAAGTAGTATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606693 Chironomidae sp.  water mite diet isolate 13365-BHL040517-GBD25629_6357-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAGTTTTAATTGGAGGATTTGGTAATTGATTCTTGCCTTTAATACTAGGAGCCCCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAGCA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606694 Chironomidae sp.  water mite diet isolate 13369-BHL040517-GBD24331_7565-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGCTCAGGCATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTATGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATGTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTCTCCTCGAAT

AAATAATATAAGTTTTTGATTAGGACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606695 Chironomidae sp.  water mite diet isolate 13373-BHL040517-GBD3780_21192-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTCGGAC

ATCCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATCGGAGGATTTGGTAATTGATTATTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTATCAAGAAGTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606696 Chironomidae sp.  water mite diet isolate 13379-BHL040517-GBD25025_13134-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGTC

ATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGACTCTTGTCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606697 Chironomidae sp.  water mite diet isolate 13382-BHL040517-GBD9696_7638-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

GATACCAATTTTAATTGGAGGATTTGGAAATTGACTCTTTCCATTAATACTAGGAGCCCCAGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCACTAACATTATTACTATCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606698 Chironomidae sp.  water mite diet isolate 13383-BHL040517-GBD28842_13761-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGTC

ATCCCGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTATTAGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACAGGATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606699 Chironomidae sp.  water mite diet isolate 13385-BHL040517-GBD8891_24073-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCCTTAAGTATACTAATTCGAGCTGAATTAGGACAT

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGACTCTTGCCTTTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCATCACTAACATTATTACTTTCAAAAACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606700 Chironomidae sp.  water mite diet isolate 13386-BHL040517-GBD3720_21890-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTTCTTAAGAATATTAATTCGAGTTGAATTAGGAC

ATCCTGGTACTTTTCTTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGGCTCATGCCTTTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCACTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606701 Chironomidae sp.  water mite diet isolate 13397-BHL040517-GBD23464_24298-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTTTATTTTACTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGACTCTTGCCATTAATACTAGGAGCACCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTATGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAGAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR287302, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606702 Chironomidae sp.  water mite diet isolate 13398-BHL040517-GBD16376_24153-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTTATTCGAGCTGAATTATGACAT

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTGATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCACCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTTCTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR287302, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606703 Chironomidae sp.  water mite diet isolate 13401-BHL040517-GBD6431_8111-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCATTTCCTCGAAT

AAATAATATAAGTTATTGATTAGTACCCCCAGCTCTAACAGTATTGCTGTCAAGAAGTATTGTAGAAAATGGAGCTGAAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606704 Chironomidae sp.  water mite diet isolate 13418-BHL040517-GBD18245_2262-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAACTGAATTGGGTCAT

CCTGGTACTTTTATTGGAGATGATCAAATTTATAAAGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCATCTCTACCATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606705 Chironomidae sp.  water mite diet isolate 13420-BHL040517-GBD21976_19651-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGTGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACATCCT

GGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTATAC

CAATTTTAATTGGAGGATTTGGTAATTGATTATTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGTTTTTGATTACTACCCCCATCTCTAACATTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606706 Chironomidae sp.  water mite diet isolate 13424-BHL040517-GBD23959_23890-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGGACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATGCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCACTAATACTAGGAGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGACTATTACCCCCATCTCTAACAGTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR295408, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606707 Chironomidae sp.  water mite diet isolate 13427-BHL040517-GBD10007_26870-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGATGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGACCCAGATATAGCCTTTCCTCGATT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAGGTAGTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606708 Chironomidae sp.  water mite diet isolate 13431-BHL040517-GBD15466_4873-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATCTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACAT

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCAGTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGTAATTGTCTCTTGCCATTAATACTATGAGCACCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR287302, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606709 Chironomidae sp.  water mite diet isolate 13433-BHL040517-GBD29137_12263-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGACAC

CCAGGATCATTAATCGGAGACGACCAATTTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTGACTATTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606710 Chironomidae sp.  water mite diet isolate 13441-BHL040517-GBD26653_10871-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTCTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTTGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAATTTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606711 Chironomidae sp.  water mite diet isolate 13442-BHL040517-GBD24436_7202-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCCGGAATAGTTGGAACTTCCTTAAGAATATTTATTCGAGCTGAATTAGGAC

ATACTGGTACTTTTATTGGTGATGATCAGATTTATAATGTTATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTGCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606712 Chironomidae sp.  water mite diet isolate 13446-BHL040517-GBD11567_16010-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTTGTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATAATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGTTTTTGGAAATTGACTCTTTCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606713 Chironomidae sp.  water mite diet isolate 13447-BHL040517-GBD11153_13342-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTGCTTAAGAATATTAATTCGAGCTGAATTAGGA

CATCCTGGAACTTTTATTGGAGAAGATCAACTTTATAATATAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAG

TTATACCAGTTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR295408, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606714 Chironomidae sp.  water mite diet isolate 13449-BHL040517-GBD26562_15187-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTTAGAATATTAATTCGAGTTGAATTATGAC

ATCCTGATACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCTTTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGTAATTGACTCGTGCCATTAATACTAGGAGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR295408, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606715 Chironomidae sp.  water mite diet isolate 13455-BHL040517-GBD19851_25835-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTCGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTATGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606716 Chironomidae sp.  water mite diet isolate 13460-BHL040517-GBD22636_4450-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCCTTATATTTTATTTTTGTAGTCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGATGATTTGGTAATTGACTCTTGCCATTAATACTAGGTGCCCCAGATACAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCAGCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606717 Chironomidae sp.  water mite diet isolate 13462-BHL040517-GBD28160_21133-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATGTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCACATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCCATTTTAATTGGAGGATTTGGTAATTGACTATTGCCATTAATACTAGGTGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606718 Chironomidae sp.  water mite diet isolate 13465-BHL040517-GBD26811_16304-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTCTTTTTGGAGCCTGAGCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGA

CATCATGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAG

TTATACCAATATTAATTGGAGGATTTGGTAATTGACTCTTTCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCTCA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606719 Chironomidae sp.  water mite diet isolate 13466-BHL040517-GBD13996_17208-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGACCTAAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAATTTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGTAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTGTCAAGAAGTATTGGAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606720 Chironomidae sp.  water mite diet isolate 13469-BHL040517-GBD24581_14456-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTTAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTTATCGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606721 Chironomidae sp.  water mite diet isolate 13483-BHL040517-GBD7139_20740-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTTATAATTTTTTTCATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTACTACTTTCAAGAACTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606722 Chironomidae sp.  water mite diet isolate 13485-BHL040517-GBD4912_9664-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCATTAAGAATATTAATTCGAGCTGAATTAGGA

CATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGTATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTCTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCCTCTCTAACATTATTACTTTCAAGAAGTATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606723 Chironomidae sp.  water mite diet isolate 13490-BHL040517-GBD11452_15574-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTTTGAGTATTAATTCGAGCTGAATTCGGAT

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGTCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTGTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606724 Chironomidae sp.  water mite diet isolate 13493-BHL040517-GBD9206_7681-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTTGGAGCCTGATCCGGAATAGTTGGAACTTCCTTAAGAATCTTAATTCGAGTTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGCAATTGTTACTGCTCATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACTCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606725 Chironomidae sp.  water mite diet isolate 13494-BHL040517-GBD16628_27772-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCCTGCTCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACAT

CCTGTTACTTTTCTTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATCGTTAT

ACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCAGTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606726 Chironomidae sp.  water mite diet isolate 13503-BHL040517-GBD18063_26526-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTGCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCATTAAGAATATTAAGTCGAGCTGAAGTAGGA

CATACTGGTACTTTTATTGGAGATGATCAAATTTATAATGAAATTGTGACTGCACATGCTTTCATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606727 Chironomidae sp.  water mite diet isolate 13509-BHL040517-GBD22375_20869-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTCGGAGCCTGACCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGA

CATCCCGATTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606728 Chironomidae sp.  water mite diet isolate 13513-BHL040517-GBD27790_11331-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAATTTCCTTAAGAATTTTAATTCGAGCTGAATTAGGAC

ATCCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGATTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACGTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606729 Chironomidae sp.  water mite diet isolate 13514-BHL040517-GBD9804_12053-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATACTTTATTTTTGGAGCCTGATCCGGAATAGTTGGAACTTCCTTAGGAATATTTATTCGAGCTGAATTAGGCC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCAACAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR287302, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606730 Chironomidae sp.  water mite diet isolate 13519-BHL040517-GBD16733_27826-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGACACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCATGCTCGTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATACTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606731 Chironomidae sp.  water mite diet isolate 13522-BHL040517-GBD7714_14733-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCAGAATTAGGA

CATCCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTGCCCCCATCACTAACATTATTACTATCAAGAAGTCTAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606732 Chironomidae sp.  water mite diet isolate 13530-BHL040517-GBD22950_5727-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTAAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAGTTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTTTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCCCGAAT

AAATAATATAAGTTTTTGATCATTACCCCCATCTCTAACACTATTACTTTCAAGAAGTATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606733 Chironomidae sp.  water mite diet isolate 13537-BHL040517-GBD27299_17490-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGATTCGTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTCGATTATTACCCCCTTCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606734 Chironomidae sp.  water mite diet isolate 13556-BHL040517-GBD29160_15390-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTGTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGACTTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATAGGAGATGATCAAATTTATAATGTAATCGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACTCGAGTTGAAAATAGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606735 Chironomidae sp.  water mite diet isolate 13631-BHL040517-GBD21145_24502-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGATCTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTGCCCCCGTCATTAACTTTATTATTATCTAGATCAATAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606736 Chironomidae sp.  water mite diet isolate 13799-BHL040517-GBD24057_25408-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.7% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606737 Chironomidae sp.  water mite diet isolate 13835-BHL040517-GBD5063_6742-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTGATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAG

GGCATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTA

TAGTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTC

GAATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606738 Chironomidae sp.  water mite diet isolate 13839-BHL040517-GBD16435_15111-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTCTGATTACTCCCCCCTTCTCTTCCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606739 Chironomidae sp.  water mite diet isolate 13892-BHL040517-GBD19238_7114-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCTGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCGTTAATATTAGGTGCCCCCGACATAGCATTCCCTCGAGT

AAATAATATAAGTTTCTGATTACTTCCCCCGTCATTAACCTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606740 Chironomidae sp.  water mite diet isolate 13985-BHL040517-GBD13703_9179-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAAGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGATTTTGATTGTTGCCTCCATCATTAACATTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606741 Chironomidae sp.  water mite diet isolate 14001-BHL040517-GBD23323_17640-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATTCTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGATGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAATTTCTGATTACTTCCTCCTTCTCTTACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606742 Chironomidae sp.  water mite diet isolate 14061-BHL040517-GBD7317_23728-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAGTTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATCGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGAGGATCCTGATATAGCTTTTCCGCGAAT

AAATAATATAATATTTTGAATATTACCCCCTTCATGAACCTGACTTTTATCAAGAACAATAGTACAAAACGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606743 Chironomidae sp.  water mite diet isolate 14185-BHL040517-GBD23501_9975-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTTAGAATTTTAATTCGACTAGAATTATGACAC

CCAGGCTCATTATTCGGAGACGATCAACTTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCAGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606744 Chironomidae sp.  water mite diet isolate 14215-BHL040517-GBD28257_16106-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACCTTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACGTTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATCCCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606745 Chironomidae sp.  water mite diet isolate 14267-BHL040517-GBD17284_25145-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGCAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAACTTGGTCAC

CCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATGAGATTTTGATTACTCCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR636712, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606746 Chironomidae sp.  water mite diet isolate 14272-BHL040517-GBD18715_4988-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCCTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606747 Chironomidae sp.  water mite diet isolate 14385-BHL040517-GBD6656_7705-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

TCCAGGTACATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTCTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCACCATCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606748 Chironomidae sp.  water mite diet isolate 14391-BHL040517-GBD27397_14598-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATTTTTATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTTATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606749 Chironomidae sp.  water mite diet isolate 14400-BHL040517-GBD25510_13875-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAAGTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGGAATTGATTATTACCTTTGATATTAGTGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606750 Chironomidae sp.  water mite diet isolate 14408-BHL040517-GBD5550_22866-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTTGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTATA

GTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCCTCAGTAACTCTTCGTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606751 Chironomidae sp.  water mite diet isolate 14600-BHL040517-GBD8476_14873-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACTTTATATTTTATTTTCGGGGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTAT

AGTAATACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTCG

AATAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGAGCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606752 Chironomidae sp.  water mite diet isolate 14688-BHL040517-GBD12002_7578-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAATAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGTTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCACCATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606753 Chironomidae sp.  water mite diet isolate 15287-BHL040517-GBD17606_15151-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAACGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGTCTCCTGATATGACTTTCCCTCG

AATAAATAATATAAGTTTTTTATTTCTTCCCCCCTCATTAACTCTTCTTCTTGCTAGAACAATTGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606754 Chironominae sp. water mite diet isolate 1011-BHL100916-GBD6223_17655-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAGATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTAGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCCTTCACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606755 Chironominae sp. water mite diet isolate 1254-BHL110116-GBD13143_28285-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGAGGCTTTGGAGATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606756 Chironominae sp. water mite diet isolate 1311-BHL110116-GBD27211_10261-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCATTTAGTATATTAATTCGAGCAGAACTAGGTCA

CCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACCCTTCTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606757 Chironominae sp. water mite diet isolate 1329-BHL110116-GBD13904_28286-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KM994686, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606758 Chironominae sp. water mite diet isolate 1403-BHL110116-GBD14908_20162-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGT

CACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTCTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCT-

TACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID KR166401, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606759 Chironominae sp. water mite diet isolate 1409-BHL110116-GBD24857_13316-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACATCTTTTAGTATATTAATTCGAGCAAAATTAGGTCA

CCCTGGATCTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCTTTATCCCTTCTTCTATCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM921023, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606760 Chironominae sp. water mite diet isolate 1415-BHL110116-GBD18633_6686-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCTTTTAGTATTTTAATTCGAGCAGAACTTGGTCAC

CCTGGATCTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTAT

ACCTACTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTTCCACGAATAAA

TAATATGAGATTTTGATTACTTCCCCCGTCTTTAACTCTACTTCTATCTAGCTCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606761 Chironominae sp. water mite diet isolate 1465-BHL110116-GBD19342_7290-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTAGTCAC

CCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR642580, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606762 Chironominae sp. water mite diet isolate 1508-BHL110116-GBD12036_22649-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCATCTCTAATCT-

TACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR159655, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606763 Chironominae sp. water mite diet isolate 1522-BHL110116-GBD7734_7328-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACCTCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTTCCACGAATA

AATAATATAAGATTTTGATTACTACCCCCTTCTTTAACACTACTACTATCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606764 Chironominae sp. water mite diet isolate 1525-BHL110116-GBD21145_18301-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACT

AAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCT-

TACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KR166401, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606765 Chironominae sp. water mite diet isolate 1536-BHL110116-GBD21457_5010-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCATTTAGTATATCAATTCGAGCAGAACTTGGTC

ACCCCGGATCTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCGTCATTAACTCTACTACTATCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR159655, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606766 Chironominae sp. water mite diet isolate 1545-BHL110116-GBD26181_15544-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCCCTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCACGCATTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTACTTTCAAGCACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606767 Chironominae sp. water mite diet isolate 1552-BHL110116-GBD14250_18801-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR159655, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606768 Chironominae sp. water mite diet isolate 1605-BHL110116-GBD16822_2743-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAGTTCGAGCAGAACTTGGTCA

CCCCGTAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACAGCGCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAAATGGTGGATTTGGAAATTGATTATTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGATTTCTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCACTTGTCGAAAATGGCGCTGGACCAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR757074, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606769 Chironominae sp. water mite diet isolate 1609-BHL110116-GBD11854_6642-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCTTTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCACGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCTCGAAT

AAATAATATGAGATTTTGATTACTTCCCCCGTCATTAACTCTACTATTATCTAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606770 Chironominae sp. water mite diet isolate 1615-BHL110116-GBD21599_21204-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCACTTAGTATATTAATTCGAGTAGAATTTGGACAC

CCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCCCTACTTCTATCTAGCTCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR642580, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606771 Chironominae sp. water mite diet isolate 1622-BHL110116-GBD10021_2701-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCATTTAGTATATTAGTTCGAGCAAAACTTGGTCA

CCCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTACCCCCTTCTTTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606772 Chironominae sp. water mite diet isolate 1786-BHL110116-GBD19066_4437-Ldc71 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACTTTATATTTCATTTCTGGAGCCTGATCCGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAATTCCTCTAATATTAGGAGCACCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606773 Chironominae sp. water mite diet isolate 1798-BHL101516-GBD4617_8063-Ldc86 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606774 Chironominae sp. water mite diet isolate 1809-BHL101516-GBD13567_2272-Ldc86 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACGTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAGATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTTCCTCGAATAA

ATAATATAAGTTTCTGACTTTTACCCCCCTCTCTCACTCTTCTTCTTTCTAGTTCTTTGGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606775 Chironominae sp. water mite diet isolate 1828-BHL022317-GBD18504_17927-Ldc88 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606776 Chironominae sp. water mite diet isolate 1847-BHL072216-GBD20390_17181-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGTACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606777 Chironominae sp. water mite diet isolate 1885-BHL022317-GBD22473_15364-Ldc90 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTACCCCCATCCCATACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606778 Chironominae sp. water mite diet isolate 1904-BHL022317-GBD25443_22618-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTTACAGCCCACGCATTTATTATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTTCCTCTTATACTAGGAGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTGCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606779 Chironominae sp. water mite diet isolate 1916-BHL022317-GBD18183_27565-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGACG

ACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCCCACGCTTTTATTATAATTTTTTTCATAGTA

ATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTAATACTTGGGGCTCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCCTCTTTCAAGATCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID JF286707, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606780 Chironominae sp. water mite diet isolate 1935-BHL022317-GBD10107_25370-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGAGCAGAATTAGGACG

ACCCGAGACTTTTATTGGAGATGATCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAGT

GATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTAATACTAGGGGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCCACTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID JF286707, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606781 Chironominae sp. water mite diet isolate 1940-BHL022317-GBD22679_22477-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGTGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCCCATGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTAATACTAGGAGCCCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTACCCCCATCCCTTACCCTTCTTCTATCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606782 Chironominae sp. water mite diet isolate 1957-BHL022317-GBD9141_21474-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCACATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGAATTATTCCTTTAATGTTAGGAGCACCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACGTCTTCCCCCTTCATCAACTCTTTTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606783 Chironominae sp. water mite diet isolate 1971-BHL022317-GBD8000_20388-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTATGACG

ACCCGGGACTTTTATTGGAGATGATCAAATTTATAATGTCATTGTTACAGCCCACGCATTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCATCCCTTACCCTTCTACTTTCAAGAGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID JF286707, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606784 Chironominae sp. water mite diet isolate 2014-BHL022317-GBD15368_25006-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAAGTATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTCACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTTCCTCTAATACTAGGAGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTAACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606785 Chironominae sp. water mite diet isolate 2033-BHL022317-GBD26316_22657-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGGACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGTCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTAATACTAGGGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTACCCCCATCCCTAACCCTACTTCTGTCAAGATCAATTGTAGAAAATGGAGCTGG

AAC

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606786 Chironominae sp. water mite diet isolate 2034-BHL022317-GBD12791_4730-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTAGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGAGCAGAATTAG

GACGACCCGGTACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCA

TAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTCCCTC

GAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606787 Chironominae sp. water mite diet isolate 2041-BHL022317-GBD24476_22312-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGACGACC

CGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATTGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATACTAGGGGCTCCTGATATAGCATTCCCTCGAATAAA

TAATATAAGATTTTGACTACTTCCCCCCTCCCTTACCCTTCTTCTTTCAAGATGAATTGTAGAAAATGGAGCTGGGACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR287333, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606788 Chironominae sp. water mite diet isolate 2101-BHL072216-GBD24918_11501-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACGC

CCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606789 Chironominae sp. water mite diet isolate 2104-BHL072216-GBD22556_9921-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTCAT

GCTGGATCATTAATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606790 Chironominae sp. water mite diet isolate 2106-BHL072216-GBD5687_19938-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGTATATTAATCCGTGCAGAATTAGGACACCCG

GGAACTTTAATCGGAGATGGTCAAATTTATAATGTTATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATA

ATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606791 Chironominae sp. water mite diet isolate 2112-BHL072216-GBD19921_22729-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGGACATCCT

GGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGTAATA

CCTATTCTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATAAA

TAATATAAGATTTTGATTATTACCACCATCTCCTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606792 Chironominae sp. water mite diet isolate 2117-BHL072216-GBD12979_23464-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTAATATTAGGAGCACCAGATATGGCTTTCCCGCGAAT

AAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606793 Chironominae sp. water mite diet isolate 2124-BHL072216-GBD27872_12894-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGTATATTAATCCGTGCAGAATTAGG

ACACCCGGGAACTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606794 Chironominae sp. water mite diet isolate 2129-BHL072216-GBD11359_7508-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KM960768, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606795 Chironominae sp. water mite diet isolate 2137-BHL072216-GBD19067_18722-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

CCCAGGTACTTTTATTGGTGATGGTCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGACCTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606796 Chironominae sp. water mite diet isolate 2148-BHL072216-GBD3115_9469-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGACGG

CCAGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606797 Chironominae sp. water mite diet isolate 2149-BHL072216-GBD2326_13055-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAGCGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606798 Chironominae sp. water mite diet isolate 2150-BHL072216-GBD26887_8723-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTCGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATTAG

GACTACCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606799 Chironominae sp. water mite diet isolate 2152-BHL072216-GBD5872_21677-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCAC

CCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KT118816, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606800 Chironominae sp. water mite diet isolate 2154-BHL072216-GBD23898_8706-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGACGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTTCCCCCTTCTTTATCACTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606801 Chironominae sp. water mite diet isolate 2156-BHL072216-GBD8290_6726-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAG

GACGCCCAGGTACTTTTATTGGTGATGATCAAATTTGTAATGTAATTGTAACTGCCCACGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606802 Chironominae sp. water mite diet isolate 2158-BHL072216-GBD19165_15008-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTGCCCCCTTCTTTATCTCTACTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGGAG

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606803 Chironominae sp. water mite diet isolate 2161-BHL072216-GBD7712_21043-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCCCTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606804 Chironominae sp. water mite diet isolate 2163-BHL072216-GBD5661_23203-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGTATATTAATCCGTGCAGAATTAGGACACCCGGT

AACTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGTAATACCT

ATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAATAAATAA

TATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR285347, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606805 Chironominae sp. water mite diet isolate 2166-BHL072216-GBD10011_22456-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

TTTAAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAAC---TCTTCTTT-

TGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606806 Chironominae sp. water mite diet isolate 2168-BHL072216-GBD5893_12949-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCCCTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCT-

TATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606807 Chironominae sp. water mite diet isolate 2170-BHL072216-GBD20569_4432-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

CCCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCA---

GTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606808 Chironominae sp. water mite diet isolate 2175-BHL072216-GBD22438_6965-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTCAT

GCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR746550, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606809 Chironominae sp. water mite diet isolate 2176-BHL072216-GBD11445_25591-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

CCCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606810 Chironominae sp. water mite diet isolate 2177-BHL072216-GBD10887_12592-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAG

GTCATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606811 Chironominae sp. water mite diet isolate 2187-BHL072216-GBD27832_11534-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTTGGAGCATGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTACTATCAAGAACTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606812 Chironominae sp. water mite diet isolate 2194-BHL072216-GBD8995_13938-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTACTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

CCCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KT115418, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606813 Chironominae sp. water mite diet isolate 2197-BHL072216-GBD7976_8933-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGTATACTTATTCGTGCAGAATTAGGTCATCCAGGC

ACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCCCATGCTTTTATCATAATTTTTTTTATAGTAATACCTA

TTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAAT

ATAAGATTTTGATTATTACCACCATCTCTTACTTTACTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606814 Chironominae sp. water mite diet isolate 2199-BHL072216-GBD9590_5849-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAGGTATACTTATTCGAGCAGAATTAG

GACGGCCAGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTA

TAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCCTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606815 Chironominae sp. water mite diet isolate 2203-BHL072216-GBD25561_22364-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATGGCTTTCCCGC

GAATAAATAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606816 Chironominae sp. water mite diet isolate 2205-BHL072216-GBD28662_17561-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATGGT

TATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCGTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR285347, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606817 Chironominae sp. water mite diet isolate 2211-BHL072216-GBD27571_13870-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTTATTTTTGGAGTTTGGACCGGGATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAAGGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606818 Chironominae sp. water mite diet isolate 2214-BHL072216-GBD16773_20586-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAATTTTCTTCA

TAGTTATGCCTATTTTAATTGGAGGCTTTGGGAATTGATTAGTTCCCCTAATTTTAGGAGCACCAGATATGGCTTTCCCGC

GAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606819 Chironominae sp. water mite diet isolate 2217-BHL072216-GBD27714_9968-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTCGGAACTTCTTTAAGCATGCTAATTCGAGCAGAATTAGGA

CGTCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATCATAATTTTCTTCATA

GTTATGCCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCCCTAATATTAGGAGCACCAGATATGGCTTTCCCGCG

AATAAATAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGAACAATTGTCGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR290859, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606820 Chironominae sp. water mite diet isolate 2234-BHL072216-GBD29402_14025-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTACTCTAATATTAGGAGCACCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTGCTTTAGCTCTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606821 Chironominae sp. water mite diet isolate 2243-BHL072216-GBD12623_5103-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAG

GACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAATTTTCTTCA

TAGTTATGCCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606822 Chironominae sp. water mite diet isolate 2244-BHL072216-GBD5722_8948-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGAA

TAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR641103, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606823 Chironominae sp. water mite diet isolate 2246-BHL072216-GBD25559_19487-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTACTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTCTAATATTAGGAGCGCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTGCTTTAACTCTTCTTCTTTCTAGTACTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606824 Chironominae sp. water mite diet isolate 2249-BHL072216-GBD24631_8226-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGATCATTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTTCTTCTATCTAGTTCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606825 Chironominae sp. water mite diet isolate 2251-BHL072216-GBD7152_22667-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACT

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606826 Chironominae sp. water mite diet isolate 2254-BHL072216-GBD20936_3005-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCCGAATTAGGACG

CCCAGGTACTTTTATCGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606827 Chironominae sp. water mite diet isolate 2255-BHL072216-GBD28351_13687-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAGCGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATAA

ATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606828 Chironominae sp. water mite diet isolate 2257-BHL072216-GBD8810_8382-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTCATTCGAGCAGAATTAGGACG

GCCAGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATGGT

TATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCGGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606829 Chironominae sp. water mite diet isolate 2259-BHL072216-GBD25379_24546-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAG

GTCATCCTGGATCTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCGTCTTTAACTCTTCTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606830 Chironominae sp. water mite diet isolate 2261-BHL072216-GBD24414_15299-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCCCTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCA---

GTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606831 Chironominae sp. water mite diet isolate 2267-BHL072216-GBD18479_14960-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

CCCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606832 Chironominae sp. water mite diet isolate 2273-BHL072216-GBD26332_7273-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACAAC

CAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGTTAT

GCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCCCCAGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTTTGATTATTACCACCATCTCTAACACTATTACTTTCAAGAACAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR285347, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606833 Chironominae sp. water mite diet isolate 2290-BHL072216-GBD14400_4945-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAGCTTCTTTAAGTATATTAATCCGAGCAGAATTAGGAC

ACCCGGGAACTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGGGGTTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGAA

TAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGACC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR641103, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606834 Chironominae sp. water mite diet isolate 2291-BHL072216-GBD24430_19059-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGACGA

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTCATAGTTA

TGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTAATATTAGGAGCACCAGATACGGCTTTCCCGCGAATA

AACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACCCTCTTACTATCTAGAACAATTGTCGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KT106016, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606835 Chironominae sp. water mite diet isolate 2293-BHL072216-GBD20746_25602-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTTG

GACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCATTAACTCTTCTACTTTCAAGTTCTAGAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606836 Chironominae sp. water mite diet isolate 2299-BHL072216-GBD23180_7388-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAGATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCATCTCTAACCCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606837 Chironominae sp. water mite diet isolate 2300-BHL072216-GBD3524_20601-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCCCTTAGTATATTAATTCGAGCAGAACTTGGTCAC

CCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAATA

AATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR285347, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606838 Chironominae sp. water mite diet isolate 2304-BHL072216-GBD21456_24877-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCTTTAAGAATTCTAATTCGAGCAGATTTAGGAC

ATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATGCTGATTACTTCCCCCTTCTTTAGCACGACTTCTGTCTAGTGCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606839 Chironominae sp. water mite diet isolate 2305-BHL072216-GBD22000_22061-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGG

ACATCCTGGCACTTTTATTGGTGACGACCAAATTTATAATGTTATCGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTTCTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606840 Chironominae sp. water mite diet isolate 2309-BHL072216-GBD28412_18107-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTCTTATAGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCCACTTTCTAGTGCTACTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606841 Chironominae sp. water mite diet isolate 2311-BHL072216-GBD19671_5980-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM991068, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606842 Chironominae sp. water mite diet isolate 2326-BHL072216-GBD24076_19024-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAACATAAGATTCTGATTACTTCCCCCTTCGTTATCACATCTTCAATCTAGTGCTATAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606843 Chironominae sp. water mite diet isolate 2334-BHL072216-GBD15556_2903-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGAATATTAATCCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606844 Chironominae sp. water mite diet isolate 2335-BHL072216-GBD18603_12867-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCAGAATTAG

GACATCCCGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTACTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606845 Chironominae sp. water mite diet isolate 2347-BHL072216-GBD16270_15665-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGAC

GACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGAA

TAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR641103, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606846 Chironominae sp. water mite diet isolate 2348-BHL072216-GBD9876_5992-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACACCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCATCTTTAACTCTTCTTCTATCTAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606847 Chironominae sp. water mite diet isolate 2351-BHL072216-GBD26163_8569-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACCTCTTTAAGAATATTAATCCGAGCGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGGTATGGCTTTCCCGCGAATA

AATAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606848 Chironominae sp. water mite diet isolate 2353-BHL072216-GBD22627_24255-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTACCATAAGTTTCTTCATAG

TTATGCCTATTTTAATTGTGGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATGGCTTTCCCGCGAA

TAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR166401, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606849 Chironominae sp. water mite diet isolate 2365-BHL072216-GBD28985_18183-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGTC

ATCCTGGTACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

GATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCGTCTTTATCTCTACTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606850 Chironominae sp. water mite diet isolate 2366-BHL072216-GBD11463_20244-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACACTTTATTCTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGTATACTTATTCGTGCAGAATTAGG

TCATCCAGGCACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606851 Chironominae sp. water mite diet isolate 2369-BHL072216-GBD21531_8089-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATACTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTACAACTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606852 Chironominae sp. water mite diet isolate 2371-BHL072216-GBD12498_10491-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTATAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATCACTTCCACCTTCTTTAACTCTTCTTCTTTCAAGTACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606853 Chironominae sp. water mite diet isolate 2382-BHL072216-GBD14974_20034-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGATCTTCTTTAAGAATTCTAATTCTAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACGGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCTTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTGCTTCCCCCTTCTTTATCTCTGCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606854 Chironominae sp. water mite diet isolate 2389-BHL072216-GBD23905_4919-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGACCATTATATTTTATTTTTGGAGCCTGCTCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTAGAATTAGG

TCATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTGTATCTCAGCTACTTTCTAGTACTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606855 Chironominae sp. water mite diet isolate 2392-BHL072216-GBD27087_19448-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCCGGTATAGTCGGAACTTCTTTAAGTATGCTTATTCGAGCAGAATTAGGACGA

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTCTTCATAGTTA

TGCCTATTTTAATTGGAGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATGGCTTTCCCGCGAATA

AATAATATAAGCTTTTGACTTCTTCCCCCTTCTCTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR279055, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606856 Chironominae sp. water mite diet isolate 2398-BHL072216-GBD20913_17190-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCCCTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTACCCCCATCTCTTACTTTATTTCTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606857 Chironominae sp. water mite diet isolate 2405-BHL072216-GBD23750_19732-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGACAT

CCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCATTATCGCTACTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606858 Chironominae sp. water mite diet isolate 2414-BHL072216-GBD18439_25655-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCTGAATTAGGAC

ATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCATCTTTATCTCTACTACTATCTAGTACTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606859 Chironominae sp. water mite diet isolate 2416-BHL072216-GBD7317_25802-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTCGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCTAGTACAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606860 Chironominae sp. water mite diet isolate 2423-BHL072216-GBD26144_10094-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTCATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606861 Chironominae sp. water mite diet isolate 2431-BHL072216-GBD20990_11278-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGCAAAATTAGG

ACATCTTGGAACTTTTATTGGTGACGACCAAATTTATGATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGAATAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCGTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606862 Chironominae sp. water mite diet isolate 2435-BHL072216-GBD20295_6130-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGCA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTCTCAAGATCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606863 Chironominae sp. water mite diet isolate 2457-BHL072216-GBD13463_9122-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTCTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATGGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606864 Chironominae sp. water mite diet isolate 2466-BHL072216-GBD29450_13412-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTGTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAGCTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTACTTGATCTCATCTGCTTTCTAGTTCTATTGTAGAAAATGGCGCTAG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606865 Chironominae sp. water mite diet isolate 2479-BHL072216-GBD11925_20055-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTGTATTTTATTTTTGGAGCCTGCTCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCGGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCGT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCGTCTTCTTTCTAGTTCTAGAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606866 Chironominae sp. water mite diet isolate 2481-BHL072216-GBD15526_13886-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGG

ACACCCTGGATCTTTTATTGGTGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATAGTAGAAAATGGAGCTGGAA

CGGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606867 Chironominae sp. water mite diet isolate 2482-BHL072216-GBD4338_9361-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTCGGA

CATCCTGGTTCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TGATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTGTGATTACTTCCCCCGTCATTAACTCTACTACTATCTAGTTCTCTAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606868 Chironominae sp. water mite diet isolate 2486-BHL072216-GBD8890_11472-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAACTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAACATGAGATTCTGATTGCTTCCCCCATCTATTTCTTTACTTCTTTCTAGAACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606869 Chironominae sp. water mite diet isolate 2488-BHL072216-GBD24081_10154-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTCGGAACGTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTACTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606870 Chironominae sp. water mite diet isolate 2493-BHL072216-GBD28667_13235-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATTTTAATTCGAGCCGAATTAGGACA

CCCAGGTTCTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCATTCCCACGAAT

AAATAATATAAGTTTTTGACTATTACCACCCTCTTTAACTCTATTACTATCAAGATCAATAGCTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR285347, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606871 Chironominae sp. water mite diet isolate 2500-BHL072216-GBD8755_15708-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

CCCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

GATGATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606872 Chironominae sp. water mite diet isolate 2504-BHL072216-GBD2949_20713-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACGTTATATCTTATTTTTGGAGCCTGATCAGGATTAGTTGTAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATACTATAAGATTCTGATTACTTCCCCCTTCTTTAGCTCTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606873 Chironominae sp. water mite diet isolate 2506-BHL072216-GBD27114_23290-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTAGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGTGAAGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGTGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTATTACCTCCTTCTCT-

TACCTGATTACTTTCAAGTACAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606874 Chironominae sp. water mite diet isolate 2507-BHL072216-GBD4649_14853-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

GCATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTTATTGTAGCAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCGGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606875 Chironominae sp. water mite diet isolate 2509-BHL072216-GBD27032_20630-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGTATACTTATTCGTGCAGAATTAGGTCAT

CCAGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGTTA

TGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAATA

AATAATATAAGATTTTGACTTTTACCACCCTCTTTAACTCTTTCACTTTCAAGATCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR285347, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606876 Chironominae sp. water mite diet isolate 2510-BHL072216-GBD16407_11323-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATTCTTATTCGAGCAGAATTAG

GACGTCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCCTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606877 Chironominae sp. water mite diet isolate 2515-BHL072216-GBD11194_3291-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGAATTCTAATTCGAGCAGAATTAG

GTCAACCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTGTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606878 Chironominae sp. water mite diet isolate 2518-BHL072216-GBD10666_2332-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGG

CAGTGTGGCAGACTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATA

GTTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCACGA

ATAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606879 Chironominae sp. water mite diet isolate 2523-BHL072216-GBD22606_26395-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAATAATTCTAATTCGAGCAGAATGAG

GACATCCTGGAACTTTTATTGGTGACTACCAATTTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606880 Chironominae sp. water mite diet isolate 2528-BHL072216-GBD15547_6618-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGCTCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTTGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTGCCTCGA

ATAAATAATATAAGATACTGATTACGTCCCCCTTCTTTATCTCTTCTTCTGTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606881 Chironominae sp. water mite diet isolate 2532-BHL072216-GBD21332_13997-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATCTTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGAGTACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTCTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATGTGGCTTTTCCACGAATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606882 Chironominae sp. water mite diet isolate 2533-BHL072216-GBD22797_14120-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGAATACTTATCCGAGCAGAATTAG

GTCATCCAGGTACTTTTATTGGAGACGACCAAATTTATAGTGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTGTCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606883 Chironominae sp. water mite diet isolate 2534-BHL072216-GBD5723_16910-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCACTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAAC---TCTTCTTT-

TGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606884 Chironominae sp. water mite diet isolate 2536-BHL072216-GBD17383_14879-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGGGC

ATCCTGGAACTTTAATTGGTGACGACCAAATTCATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGATCTCCTGATATAGCTTTCCCTCGAA

GAAATAATATAAGTTTTTGAATATGGCCGCCTTCTCTTAC-

CTTATTACTGTCAAGTGCATTTGTTGAAAATGGAGCTGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KT110221, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606885 Chironominae sp. water mite diet isolate 2541-BHL072216-GBD5036_12708-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGTACCTCCCTTAGTATCCTTATTCGTACAGAATTAGGTCA

CCCAGGAGCTTTTATTGGTGATGATCAAATTTATAATGTAGTTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR285347, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606886 Chironominae sp. water mite diet isolate 2547-BHL072216-GBD11006_17372-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGTATACTTATTCGTGCAGAATTAGGTC

ATCCAGGCACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCCCATGCTTTTATCATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606887 Chironominae sp. water mite diet isolate 2551-BHL072216-GBD17871_29003-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATGTTGAGTATTGCCACCTTCTCT-

TACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606888 Chironominae sp. water mite diet isolate 2557-BHL072216-GBD23525_25241-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACTTTATATTTCATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTTATTCGAGCAGAGTTAGG

TCATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTCTAACTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606889 Chironominae sp. water mite diet isolate 2560-BHL072216-GBD23669_21949-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTCGGTC

AGGCTGGTACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCGTCATTATCTCTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606890 Chironominae sp. water mite diet isolate 2562-BHL072216-GBD11760_6312-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGCACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCTGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTCTCTAGATCTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606891 Chironominae sp. water mite diet isolate 2567-BHL072216-GBD20497_21321-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGCGCATGATCCGGAATAGTAAGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGGACATCCT

GGAACTTTAATTGGTGACGACCAATTTTATAATGTAGTCGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGTGCCCCTGATATGGCTTTTCCACGAATAAATA

ATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAGTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606892 Chironominae sp. water mite diet isolate 2569-BHL072216-GBD9742_19685-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATACTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATTAATAATATGAGATTTTGATTACTTTCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606893 Chironominae sp. water mite diet isolate 2573-BHL072216-GBD11626_17356-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCCCTTAGTATATTAATTCGAGCAGAACTTGGTCACC

CTGGAACTCTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGGGGATTTGGAAATTGGTTATTACCACTGATATTAGGAGCACCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606894 Chironominae sp. water mite diet isolate 2574-BHL072216-GBD19276_18463-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTCGGAC

ATCCTGGATCTTTAATTGGTGACGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCGTCATTGACTCTACTACTATCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606895 Chironominae sp. water mite diet isolate 2584-BHL072216-GBD5355_12045-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAA

CCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTACTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTCCCTCGAATA

AATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTTCTTTCTAGTGCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606896 Chironominae sp. water mite diet isolate 2599-BHL072216-GBD22744_25111-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGTAGCCTGATCAGTAATAGTTGGAACTTCTTTAATAATTCTAATTCGAGCTGAATTATG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606897 Chironominae sp. water mite diet isolate 2600-BHL072216-GBD13412_25606-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

CCCAGGTACTTTTATCGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTATCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAAT

AAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606898 Chironominae sp. water mite diet isolate 2607-BHL072216-GBD16273_18178-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCTTTATGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTCATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACACATTTTAATTGGAGGATTTGGAAATTGAATAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTGCTTCTTGCTAGTACTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606899 Chironominae sp. water mite diet isolate 2609-BHL072216-GBD15444_13457-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAG

GACATCGTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTCATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCACCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606900 Chironominae sp. water mite diet isolate 2610-BHL072216-GBD20779_21987-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTCTATTTTTGGTGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATCCGAGCAGAATTAG

GACATCCTGGTACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATATTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTGCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606901 Chironominae sp. water mite diet isolate 2614-BHL072216-GBD4433_7462-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATATTAATCCGAACGAAATCAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGCAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCCTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGGAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606902 Chironominae sp. water mite diet isolate 2615-BHL072216-GBD10983_24365-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCGTTAAGAATTCTAATTCGAGCAGAATTAT

GACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCGTTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606903 Chironominae sp. water mite diet isolate 2620-BHL072216-GBD14577_27813-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAGGACAT

CCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTACATTAGGAGCACCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTACTACTTTCTAGTAGTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606904 Chironominae sp. water mite diet isolate 2622-BHL072216-GBD19983_2154-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAACATAAGATTCTGATTACTTCCCCCATCTATAACTCTACTTCTTTCTAGATCAGTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606905 Chironominae sp. water mite diet isolate 2628-BHL072216-GBD7922_13776-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACAACCTGGTACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTCACAGCTCATGCTTTTGTTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAATTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606906 Chironominae sp. water mite diet isolate 2633-BHL072216-GBD20513_19939-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTTATTCGAGCAGAACTTGGG

CACCCTGGCACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGTTTTTATTATAATTTTTTTTATAG

TTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGAATACTTCCCCCTTCTTTAACTCTTCTTCTGGCTAGCACAACAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606907 Chironominae sp. water mite diet isolate 2646-BHL072216-GBD18299_6701-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGACG

ACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAATTTTCTTCATAGTT

ATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAACTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KT115418, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606908 Chironominae sp. water mite diet isolate 2652-BHL072216-GBD10327_10225-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAAGTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGTCCATATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATAACCACTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATGTAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606909 Chironominae sp. water mite diet isolate 2657-BHL072216-GBD20989_22429-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGAATTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCGGCTTTAACTCTACATCGATCTAGTTCTAGTGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606910 Chironominae sp. water mite diet isolate 2659-BHL072216-GBD7286_26261-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGCATTCTAATTCGAGCAGAATTAG

GTCATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAAGATAGGATTCTGATTACTTCCCCCTTCTTTATCTCTGCTACTTTCTAGTACGAGAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606911 Chironominae sp. water mite diet isolate 2662-BHL072216-GBD9185_7493-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATCATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606912 Chironominae sp. water mite diet isolate 2665-BHL072216-GBD26414_21053-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTGAGCATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCGTCGTCTATCTAGTACTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606913 Chironominae sp. water mite diet isolate 2672-BHL072216-GBD17794_28190-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAGTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTACTTTGTCTCATCTTCTTTCTAGTACTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606914 Chironominae sp. water mite diet isolate 2674-BHL072216-GBD27966_10901-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATACTTTATTTTTGGGGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAG

GACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATACTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGACTACTTCCCCCCTCTTTAACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606915 Chironominae sp. water mite diet isolate 2675-BHL072216-GBD23984_13195-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGCCGAATTAGG

ACATACTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCACATTCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTCGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606916 Chironominae sp. water mite diet isolate 2679-BHL072216-GBD26055_22127-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTC

ATCCTGGTACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCTTCATTAACTCTACTACGACCTAGTTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606917 Chironominae sp. water mite diet isolate 2681-BHL072216-GBD16935_20136-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGCAGAATTATGACAT

CCTGGAACTTTTCTTGGTGACGATCAAATTTATAATATTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTACTTTCTAGTGCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606918 Chironominae sp. water mite diet isolate 2682-BHL072216-GBD23864_21556-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCATGAGCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCAAGCTGAATTAGGACAT

CCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTACTACTTTCTAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606919 Chironominae sp. water mite diet isolate 2684-BHL072216-GBD4661_9300-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTGCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGACTACTTCCCCCCTCTTTATCTCTTCTTCTTTCAAGTAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606920 Chironominae sp. water mite diet isolate 2685-BHL072216-GBD25021_8590-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

CCCAGGTACTTTTATTGGTGATGATCAAATTTATATTCTAATTGTAACTGCTCACGCATTTATTATATTTTTTTTTATGGTT

CTGACTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606921 Chironominae sp. water mite diet isolate 2687-BHL072216-GBD25539_6303-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGTCTAGTTGGTACTTCTTTAAGAATTCTAATTCGAGCAGCATTAGGAC

ATCCTGGAACTTTTATTGGTGACGACCATATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCACTACATCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606922 Chironominae sp. water mite diet isolate 2695-BHL072216-GBD8183_18812-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGACGT

CCAGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606923 Chironominae sp. water mite diet isolate 2707-BHL032417-GBD11597_12510-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACGCC

GGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCAACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTATTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606924 Chironominae sp. water mite diet isolate 2714-BHL032417-GBD4990_9416-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGATCTTGAACAGGTATAGTAGGTACTTTTTTAAGACTATTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCCATTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATAGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606925 Chironominae sp. water mite diet isolate 2762-BHL032417-GBD15998_6260-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGGGCTTGATCAGGGATAGTAGGAACTTCTTTAAGAATATTAATCCGGACGGAATTAGG

GCATCCTGGAAAATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTCTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCTTGATATGGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606926 Chironominae sp. water mite diet isolate 2770-BHL032417-GBD22347_8606-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAAAGGAATTAGGACA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGAATATTACCACCATCACTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606927 Chironominae sp. water mite diet isolate 2785-BHL032417-GBD9145_23935-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTATGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGTATTAGG

TCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTAGGAAATTGGTTATTACCACTAATATTAGGAGCCCCCGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTTCTATCAAGAAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606928 Chironominae sp. water mite diet isolate 2823-BHL032417-GBD20495_25150-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGG

TCATCCTGGAACATTTAGTTGTGATGACCAAATTTATAATGTAATTTTTACTGCTCATGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATAGTAGGAGCCCCTGATATGGCTTTTCCACTA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606929 Chironominae sp. water mite diet isolate 2825-BHL032417-GBD22948_16528-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGAGCTTGATCAGGTATAGGAGGAAATTTTTTTAGAATTTTAATCCGAACGGGATTAGG

TCATCCTGGAACATTTATTGGTGATGACCAAATTTTTAATGTAATCGTTACTGCTCATGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTTGGAGCCCCTGATATGGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606930 Chironominae sp. water mite diet isolate 2828-BHL032417-GBD9876_13401-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTTTTTTTTGGAGCTTGATTAGGTTTTGTAGGAACTTTTTTAAGAATTTTAATCCGAACGGAATTTGGTCATCCTGGAAC

ATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTT

TAATTGGAGGATTTGGAAGTTGGTTATTACCACTAATACTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATA

AGATTTTGATTATTACCATCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606931 Chironominae sp. water mite diet isolate 2840-BHL032417-GBD20459_10848-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGCTATTACCACTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTACTACCACCATCTCTTACTTCATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606932 Chironominae sp. water mite diet isolate 2850-BHL032417-GBD25376_9416-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACAGAATTCGGTCA

TCCTGGAACATTTATTGGTGATCACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCACTAACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606933 Chironominae sp. water mite diet isolate 2852-BHL032417-GBD12202_24739-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGAGCTTGTTCAGGAATAGTAGGAACTTCTTTAAGATTTTTAATCCGAAGGGAATTAGG

TCACCTTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGGTATGGCTTTTCCACG

AATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606934 Chironominae sp. water mite diet isolate 2868-BHL032417-GBD16972_9581-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTCGGAACTTCTTTAAGTATATTAATTCGAACAGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAACATAAGATTTTGATTACTACCACCATCTCTTACCCTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606935 Chironominae sp. water mite diet isolate 2874-BHL032417-GBD28681_16143-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCCCCATCAATAACTTTATTATTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606936 Chironominae sp. water mite diet isolate 2875-BHL032417-GBD5352_9911-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGACTTTTTTTAATATTTTTAAACCGAACGGATTTAGGT

CATCCTGGAACATTTATTGGTGATGACAAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606937 Chironominae sp. water mite diet isolate 2876-BHL032417-GBD15673_18259-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACA

CCCTGGAATATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATCGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606938 Chironominae sp. water mite diet isolate 2878-BHL032417-GBD8071_20128-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGAATCTTCTTCAAGTATATTAATCCGAACGGTATTAGGT

CATACTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTTGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606939 Chironominae sp. water mite diet isolate 2893-BHL032417-GBD15473_19333-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGGGCTTTATCAGGTATTGTAGGAACTTCTTTTAGAATTTTTATTCGAAAGAGATTTGGTCAT

CCTGGAACATTTATTGGTGATGAACAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606940 Chironominae sp. water mite diet isolate 2897-BHL032417-GBD24555_7796-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCGGAATTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATAGCATTTCCACGAATA

AATAATATAAGATTTTGACTATTACCACCATCTCTAACTTTATTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606941 Chironominae sp. water mite diet isolate 2911-BHL032417-GBD21711_26817-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTTTTTTTTTTTTTTGGAGCTTGGTCGGGTATAGTGGGAACTTTTTTAAGAATATTAATCCGAACGGAATTGGGTTATCC

TGGAACATTTATTGGTGATGACCAAATTTATAATTTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAAT

AATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606942 Chironominae sp. water mite diet isolate 2917-BHL032417-GBD23223_25001-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGAGCATGATCAGGTATAGTAGGAATTTCTTTTAGAATATTTATCCGAACGGTATTAGGT

CATCCTTGAACATTTATTGGAGATTACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606943 Chironominae sp. water mite diet isolate 2923-BHL032417-GBD7888_26150-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGAAGCTTGATCCGGTATAGTAGGAACTTCTTTAAGAATATTTATTCGAACGGAATTAGGTCA

ACCTGGAACATTTATTGGCGATGACCAAATTTATAATGTTGTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606944 Chironominae sp. water mite diet isolate 2925-BHL032417-GBD21621_24187-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTGTATTTTTTTTTTTGGAGCTTGATCAGTTATAGTAGTAACTTCTTTAAGAATATTAATCCTAACGGAATTAGGTCA

TCCTGGAACATTTTTTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGTCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATGACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606945 Chironominae sp. water mite diet isolate 2937-BHL032417-GBD25043_5592-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTACCTCTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606946 Chironominae sp. water mite diet isolate 2951-BHL032417-GBD24587_11455-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATCTTTTTTTTGGAGCTTGATCCGGTATAGTAGGAACTTCTTTAAGAATTTTAATCCGAACGGGATTAGGTCA

TACTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTTGAGGATCTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACGTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606947 Chironominae sp. water mite diet isolate 2960-BHL032417-GBD8676_7455-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGTAGCTTGATCCGGTATAGTATGAACTTTTTTTAGAATATTTATCCGAACGGAATTAGGT

CATCCTGGAATATTTATTAGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCTCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606948 Chironominae sp. water mite diet isolate 2974-BHL032417-GBD12069_10655-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTCCCACTAATATTAGGAGCACCTGATACAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTACTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606949 Chironominae sp. water mite diet isolate 2980-BHL032417-GBD10056_21009-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGACCGGAATTCGGTCA

CCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTACCTTTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606950 Chironominae sp. water mite diet isolate 2995-BHL032417-GBD24618_6880-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606951 Chironominae sp. water mite diet isolate 2997-BHL032417-GBD22019_10777-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCCTTGTCAGGTATAGGAGGAACTTCTTTTAGAATATTAATTCGGACGGGATTAGGGCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGATTA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606952 Chironominae sp. water mite diet isolate 2999-BHL032417-GBD16767_23465-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTACGAATATTAATTCGAACTGAATTGGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTGCCACTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606953 Chironominae sp. water mite diet isolate 3009-BHL032417-GBD15081_16722-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGGCA

TCCTGGGACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCTCTAATTTTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAACATAAGATTTTGATTATTACCACCATCTCTAACCTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606954 Chironominae sp. water mite diet isolate 3010-BHL032417-GBD26577_12755-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGCTCTTGATCAGGTATAGTAGGAACTTCTTTAATATTATTTATCCGAACGGTATTAGGT

CATACTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606955 Chironominae sp. water mite diet isolate 3020-BHL032417-GBD22821_8500-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTCTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATGACCACCATCTCTTACTTTATTACAAGCAAGAAGAAGAGTAGAAGATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606956 Chironominae sp. water mite diet isolate 3021-BHL032417-GBD21613_27098-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTTTTTTTGGAGCTTGATCGGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACACTTATTGGAGATGACCAAATTTATAATGTAATTATTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606957 Chironominae sp. water mite diet isolate 3033-BHL032417-GBD24064_23465-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATGCCTATTTTAATTGGAGGATTTGGAAACTGGTTATTACCACTAATATTAGTAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAACTGTATTACTGGCAAGAAGAAGAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606958 Chironominae sp. water mite diet isolate 3036-BHL032417-GBD11192_10324-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGTGCCTGATCAGGTATAGTAGGAACTTCTTTAAGATTATTAATTCGAGCTGAACTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAATA

AATAATGTAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606959 Chironominae sp. water mite diet isolate 3038-BHL032417-GBD12755_26369-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCAAACGGAATTAGGTCA

TCCTGGTACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCTTTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCCCCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606960 Chironominae sp. water mite diet isolate 3042-BHL032417-GBD13364_8350-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACAGAATTTGGTCGT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTAATACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTACCACCATCACTTACTCTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606961 Chironominae sp. water mite diet isolate 3053-BHL032417-GBD27114_9971-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTTAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTTATGATCAAATTTATAATGTAATTGTTACTGCTCTTGCTTTTATTATAATTTTTTTTATAGTAA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAACATTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606962 Chironominae sp. water mite diet isolate 3055-BHL032417-GBD26400_22250-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATACTTTTTTTTTGGAGCTTGATCCGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTACTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606963 Chironominae sp. water mite diet isolate 3062-BHL032417-GBD9268_22172-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCGGAATTAGGTCA

TCCTGGATCATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCATTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTCACCTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606964 Chironominae sp. water mite diet isolate 3069-BHL032417-GBD20711_28053-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTATTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCATTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGACTATTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606965 Chironominae sp. water mite diet isolate 3074-BHL032417-GBD7008_23082-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATAGGTTAGTACCTCTAATATTAGGAGCACCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTATTACCACCATCTCTGACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606966 Chironominae sp. water mite diet isolate 3082-BHL032417-GBD8555_17621-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCGGAATTTGGTCA

TCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTATTATAATTTTTTTTATAGTA

ATGCCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606967 Chironominae sp. water mite diet isolate 3100-BHL032417-GBD22929_16528-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGTAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGTAAAATTTATTGGTGATGACCATATTTTTAATGTAATCGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTTGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACGTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606968 Chironominae sp. water mite diet isolate 3104-BHL032417-GBD15618_2486-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGAGCATGATCAGGGATAGTAGGAACTTCTTTAAGAATAATAATCCGAACGGAATTAGG

TCATCCTGGAAAATTTATTGGTGATGACCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTTTAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGA

ATAAATAATACAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGCATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606969 Chironominae sp. water mite diet isolate 3109-BHL032417-GBD6484_20600-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAACAGAATTAGGTCA

TCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATGATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606970 Chironominae sp. water mite diet isolate 3111-BHL032417-GBD7961_14648-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTAATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCATTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606971 Chironominae sp. water mite diet isolate 3115-BHL032417-GBD28359_16299-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCACTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGACA

ACCTGGAACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAAATGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATGTAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606972 Chironominae sp. water mite diet isolate 3123-BHL032417-GBD28860_14514-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAACGGAATTAGGACA

TCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCTCTAATATTAGGAGCACCTGATATAGCATTTCCACGAATA

AATAATATAAGATTTTGATTACTTCCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606973 Chironominae sp. water mite diet isolate 3127-BHL032417-GBD24968_22663-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTATTCCGAACGGAATTAGGACT

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTAATTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCCCCATCTCTTACTTTATTACTTTCAAGAAGAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606974 Chironominae sp. water mite diet isolate 3136-BHL032417-GBD25384_19110-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTTTTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGGTATGGCTTCTCCACAAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606975 Chironominae sp. water mite diet isolate 3142-BHL032417-GBD10205_3248-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTTGGAACTTCTTTTAGAATATTAATTCGAACGGAATTAGGTCATC

CTGGAACATTTATAGGTGATGACCAAATTTATAATGTCCTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTATGAGCCCCTGATATGGCTTTTCCACGAATAAA

TAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606976 Chironominae sp. water mite diet isolate 3143-BHL032417-GBD22463_16191-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGAACTTCCTTAAGTATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGTTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCCCGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606977 Chironominae sp. water mite diet isolate 3146-BHL032417-GBD21424_9146-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAACGGAATTAGGTCA

TCCTGAAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATGACCACCAGCTTCTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606978 Chironominae sp. water mite diet isolate 3148-BHL032417-GBD19583_4714-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGAACTTTTGTTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGACTATTACCACCATCTCTTACTCTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606979 Chironominae sp. water mite diet isolate 3150-BHL032417-GBD29555_17266-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACGGGAGGACTTGCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606980 Chironominae sp. water mite diet isolate 3153-BHL032417-GBD12735_27429-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCCGGTATAGTAGAAACTTCTTTAAGAATTTTTATTCGAACGAGATTAGGGCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTTTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606981 Chironominae sp. water mite diet isolate 3156-BHL032417-GBD20187_23713-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGACCTTCTTTAAGAATATTAATCCGAACGGAATTTGGT

CCTTCTGGATCATTTATTGGTGATGACCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606982 Chironominae sp. water mite diet isolate 3163-BHL032417-GBD26036_21899-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTTTTTTTTGGAGCTTGATCGGTTATAGTAGGATCTTCTTTAAGATTTTTATTCCGACCGGAATTGGTTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAGTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606983 Chironominae sp. water mite diet isolate 3168-BHL032417-GBD9128_6028-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAGCGGAATTTGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTACTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606984 Chironominae sp. water mite diet isolate 3171-BHL032417-GBD22931_13679-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCATTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGTTTTGGAAAGTGATTATTACCCCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606985 Chironominae sp. water mite diet isolate 3181-BHL032417-GBD8058_25770-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCAGTATATTTTTTTTTTGGAGCTTGCTCAGGTATAGTAGGAACTTCTTTTAGAATATTAATCCGAATGGAATTATGTCA

ACCTGGAACATTTATTGGTTATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606986 Chironominae sp. water mite diet isolate 3182-BHL032417-GBD4120_12831-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGACA

TCCTGGATCATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTATTTCCACTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAATAA

ATAATATAAGATTTTGATTACTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606987 Chironominae sp. water mite diet isolate 3196-BHL032417-GBD25530_21733-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGGGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATGTTAATCCGAGCGGAATTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATCATTACCCCCATCTCTTACTTTATTAGTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606988 Chironominae sp. water mite diet isolate 3202-BHL032417-GBD25754_19489-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATCTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGTTTTGGAAATTGGTTATTTCCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAACTCTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606989 Chironominae sp. water mite diet isolate 3205-BHL032417-GBD4093_22297-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCGTTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606990 Chironominae sp. water mite diet isolate 3210-BHL032417-GBD18565_20925-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATACTTATTCGAGCGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCTCTAATATTAGGAGCACCTGATATAGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTACTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606991 Chironominae sp. water mite diet isolate 3232-BHL032417-GBD5131_10337-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATCTGGAAATTGATTATTACCACTAATATTAGGAGCTCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCCCCATCTCGGACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606992 Chironominae sp. water mite diet isolate 3233-BHL032417-GBD21737_15219-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAATGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTGTTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAAT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606993 Chironominae sp. water mite diet isolate 3238-BHL032417-GBD19094_23359-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTTTTTTTGGAGCTTGACCAGGAATAGTAGGAACTTCTTTTAGAATATTAATTCGAATTGAATTAGGTCAT

CCTGGAACATTTATTGGTAATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATAATAATTTTTTTTATAGTAA

TACCTATATTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606994 Chironominae sp. water mite diet isolate 3239-BHL032417-GBD6965_7820-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGCACTTCTTTAAGAATATTAATTCGACCGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAACTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCATTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCACTTACCTTATTTCTATCATGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606995 Chironominae sp. water mite diet isolate 3241-BHL032417-GBD27374_12241-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGAGCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATTGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCCCGAATA

AATAATATAAGATTTTGATTATTACCACCAACTCCTACATTATTACAATCAAGAAGAATAGTAGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW606996 Chironominae sp. water mite diet isolate 3253-BHL032417-GBD11116_26710-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606997 Chironominae sp. water mite diet isolate 3256-BHL032417-GBD23096_24921-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGGGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAACGGAATTAGTCCA

ACCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606998 Chironominae sp. water mite diet isolate 3269-BHL032417-GBD22707_18510-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAACGGAATTAGGTCA

TCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCATTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW606999 Chironominae sp. water mite diet isolate 3275-BHL032417-GBD26910_11223-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTACTACCACCATCTCTTACTCTATTACTTTCTAGTAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607000 Chironominae sp. water mite diet isolate 3277-BHL032417-GBD2499_12661-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGCATAGTAGGAACTTCTTTATGTATATTAATCCGAACGGAATTAGGTCA

TACTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATACGGCTTTTCCACGAATA

AACAATATAAGATTTTGATTATTACCACCAACTCTTACTTTATCACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607001 Chironominae sp. water mite diet isolate 3280-BHL032417-GBD18159_28757-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCACTATATTTTCTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATG

AATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607002 Chironominae sp. water mite diet isolate 3285-BHL032417-GBD24458_13030-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGGGCTTTGTCCGGGATAGTTGGAAATTTTTTTAGAATATTAATTCGAATGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607003 Chironominae sp. water mite diet isolate 3289-BHL032417-GBD12658_11232-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGAAATTAGGTCAT

CCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCAATTTTAATTGGAGGATTTGGAAATTGGTTATTACCTCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACGACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607004 Chironominae sp. water mite diet isolate 3291-BHL032417-GBD26615_7768-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGACCGGAATTAGGACA

TCCTGGAACATTTATTGGTGACGACCGAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCACTAACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607005 Chironominae sp. water mite diet isolate 3292-BHL032417-GBD9181_7394-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAACTAGGTCA

TCCTGGATCATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTAGCACTAATACTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGTTTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607006 Chironominae sp. water mite diet isolate 3293-BHL032417-GBD27447_22697-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATACTAATTCGAACGGAATTAGGTCA

ACCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGTTTATTACCACTAATATTAGGAGCTCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTACTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607007 Chironominae sp. water mite diet isolate 3296-BHL032417-GBD24538_7351-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATACTAATTCGAATGGAATTAGGTCA

CCCTGGAACTTTTATTGGTGATGACCAAATCTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCTCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607008 Chironominae sp. water mite diet isolate 3301-BHL032417-GBD5850_23593-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCCGGTATATTAGGAACTTCTTTAAGAATATTAATTCGGACGGAATTAGGTCA

ACCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCCCCCTCTCTTACCTTATTTCTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607009 Chironominae sp. water mite diet isolate 3305-BHL032417-GBD7807_4387-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTTTTTTTTGGAGCTTGATCAGGAATAGTCGGAACTTCTTTAAGAATATTAATCCGAACTGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCATTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTACCACCATCTCTTACTCTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607010 Chironominae sp. water mite diet isolate 3306-BHL032417-GBD26336_15615-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGCACTTCTTTAAGTATATTAATTCGAGCGGAATTAGGTCA

TCCTGGTCCATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCACTAATATTAGGAGCCCCTGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGAATATTACCACCATCACTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607011 Chironominae sp. water mite diet isolate 3309-BHL032417-GBD11918_15951-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTTTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAAGATTTGGAAATTGGTTATTACCACTAATATTAGGATCCCCTGATATGGCTTTTCCACCAATA

AAAAAAATAAGAATTTTATTATTACCACCATCTCCTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607012 Chironominae sp. water mite diet isolate 3313-BHL032417-GBD28821_18220-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTCCCTCTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGATTAGTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607013 Chironominae sp. water mite diet isolate 3314-BHL032417-GBD25423_25334-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAACTGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTACCACCATCTCTAACTCTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607014 Chironominae sp. water mite diet isolate 3315-BHL032417-GBD6461_13868-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATTAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCA

CCCAGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCTCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607015 Chironominae sp. water mite diet isolate 3318-BHL032417-GBD3085_14879-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCGGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCAT

CCTGGCACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGATGATTTGGAAATTGGTTATTACCTCTAATATTAGGAGCCCCTGGTATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCCCCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607016 Chironominae sp. water mite diet isolate 3325-BHL032417-GBD5309_15250-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCTTTAAGAATATTTATTCGAACGGAATTAGGTCA

ACCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTTCTCTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607017 Chironominae sp. water mite diet isolate 3329-BHL032417-GBD27969_20832-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAACGGAATTCGGTCAT

CCTGGGTCATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACAAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTGCTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607018 Chironominae sp. water mite diet isolate 3333-BHL032417-GBD17526_8319-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTGATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTACCACTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTAATTTCAAGAAAAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607019 Chironominae sp. water mite diet isolate 3335-BHL032417-GBD18218_12054-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCCTGGTCAGGGATAGTTGGAACTTCCTTTAGGATATTTATTCGAACGGAATTAGGGCA

TCCTGGAAAATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAATAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607020 Chironominae sp. water mite diet isolate 3338-BHL032417-GBD21364_18031-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTTTTTTTGGAGCTTGGTCAGGAATAGTCGGAACTTCCTTAAGTATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATGTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTTTTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607021 Chironominae sp. water mite diet isolate 3343-BHL032417-GBD27824_11567-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAACAGAATTAGGGCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGCTATTTCCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAACATAAGATTTTGATTATTACCCCCATCTCTTACCTTACTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607022 Chironominae sp. water mite diet isolate 3344-BHL032417-GBD17241_25682-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAACAGAATTAGGTCAT

CCTGGATCTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTATTGCTCATGCTTTTATAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGAGTTGGAAATTGATTAGTACCACTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607023 Chironominae sp. water mite diet isolate 3347-BHL032417-GBD11277_19041-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTTGGAACTTCTTTAAGTATATTTATTCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGTGACGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTAATAGTAA

TACCAATTTTAATTGGAGGATTTGGAAATTGGTTGTTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607024 Chironominae sp. water mite diet isolate 3352-BHL032417-GBD22270_15854-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAACAGAATTAGGTCA

TCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGAAGGATTTGGAAATTGATTATTACCGCTAATATTAGGAGCCCATGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607025 Chironominae sp. water mite diet isolate 3366-BHL032417-GBD17802_11190-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCGGAATTAGGTCATC

CTGGATCATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGCAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCATTAATATTAGGAGCCCCTGATATAGCATTCCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCACTTACTTTATTACTATCAAGAAGACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607026 Chironominae sp. water mite diet isolate 3367-BHL032417-GBD3928_15850-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGATTGTTAATTCGAGCGGAATTTGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCATTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGACTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607027 Chironominae sp. water mite diet isolate 3368-BHL032417-GBD12948_18129-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAACAGAATTAGGACA

TCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTTCCACTAATATTAGGAGCACCAGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCCCCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607028 Chironominae sp. water mite diet isolate 3372-BHL032417-GBD18359_16804-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATCCGAACGGAATTATGTCAT

CCTGGAACATTTATTGGTAATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCAATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAATA

AATAATATAAGATTCTGAGTACTACCACCATCTCTTACCTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607029 Chironominae sp. water mite diet isolate 3378-BHL032417-GBD22216_17243-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCCGGTATAGTTGGAACTTCTTTAAGTATATTTATTCGAACTGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAAGATTTGGAAATTGGTTATTACCTTTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTTCTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607030 Chironominae sp. water mite diet isolate 3380-BHL032417-GBD10013_22058-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTTATCCGGGATAGTAGGAACTTCATTAAGAATATTTATCCTAACGGAATTAGGTAA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAGTATTATGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607031 Chironominae sp. water mite diet isolate 3382-BHL032417-GBD9542_8685-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTCA

TCCTGGTACATTTATTGGTTATGACCAAATTTATAATGTAATTGTTACTGCTCATGCGTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATAGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGAATATTACCACCATCACTGACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607032 Chironominae sp. water mite diet isolate 3388-BHL032417-GBD24955_19856-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTTATTCGAACTGAATTAGGTCA

ACCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCTCGAATA

AATAATATAAGATTTTGATTATTTCCACCATCTCTTACTTTATTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607033 Chironominae sp. water mite diet isolate 3394-BHL032417-GBD22463_14516-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCGGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATAAGGCTTTTCCACGAAA

AAAAAATATAAGATTTTGATTATTACCACCATCTCATACTTTATTACATTCAATAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607034 Chironominae sp. water mite diet isolate 3395-BHL032417-GBD22236_14663-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCCGGTATAGTGGGAACTTCTTTAAGAATATTAATTCGAGCGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGAACATGCTTTTATTATAATTTTTTTAATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTTTTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607035 Chironominae sp. water mite diet isolate 3398-BHL032417-GBD10966_22233-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTTTTTAATAATATTAATCCGAACGGAATTAGGT

CATCGTGGTATATTTATTGGTGATGACCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGTTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607036 Chironominae sp. water mite diet isolate 3399-BHL032417-GBD6317_9654-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCACC

CAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCTCTAATATTAGGAGACCCTGATATGGCTTTTCCACGAATAAA

TAATATAAGATGTTGATTATTACCACCATCTCTAACTTTAGTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607037 Chironominae sp. water mite diet isolate 3401-BHL032417-GBD24317_13752-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCAAACGAAATTAGGCCA

TCCTGGAACACTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATACTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607038 Chironominae sp. water mite diet isolate 3412-BHL032417-GBD10954_17941-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAATAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGGCA

CCCTGGAACATGTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCCGATATGGCTTTTCCACGAATA

AATAACATAAGATTTTGATTATTACCACCATCTCTTACCTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607039 Chironominae sp. water mite diet isolate 3417-BHL032417-GBD19286_11176-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTGGGAACTTCTTTAGGAATTTTAATCGGAACGGAATTAGGTAA

TCCTGGAACATTTATTGGTGAGGACGAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAATAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607040 Chironominae sp. water mite diet isolate 3418-BHL032417-GBD25084_9740-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTGGGAACTTCTTTTAGAATTTTAATCCGAACGGAATTAGGTCA

TGCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCAGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607041 Chironominae sp. water mite diet isolate 3422-BHL032417-GBD23214_5795-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAACGGAATTCGGTCAT

ACTGGTTCTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTAACTTCATTACTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607042 Chironominae sp. water mite diet isolate 3423-BHL032417-GBD15608_24330-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATTATAGGAACTTTTTTTAGCATATTTATTCGGACGGGATTAGGGCA

TTCTGGAACATTTATTGGTAATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607043 Chironominae sp. water mite diet isolate 3427-BHL032417-GBD24742_21090-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGCTCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAATGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTTGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATATTGATTAGTACCACCATCGCTTACTGTATTACTTGCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607044 Chironominae sp. water mite diet isolate 3429-BHL032417-GBD8821_17031-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATTAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTGGGTCA

ACCAGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTAATATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGGTTATTTCCACTAATATTAGGAGTCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607045 Chironominae sp. water mite diet isolate 3435-BHL032417-GBD9432_11013-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATCCGAACGGAATTCGGTCA

TCCTGGAACATTAATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTACCTCTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCACTTACTTTATTACGATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607046 Chironominae sp. water mite diet isolate 3437-BHL032417-GBD27758_8735-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCATC

CTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCTCTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAATAAA

TAATATAAGATTTTGATTACTACCACCATCTTTTACTTTATTACTATCAAGAAGACTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607047 Chironominae sp. water mite diet isolate 3438-BHL032417-GBD5622_14293-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATACTGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGACCCTGATATGGCTTTTCCTCGAACA

AATAATATAATATTTTGATTAAAACCACCATCTCTTACTTTATTACGTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607048 Chironominae sp. water mite diet isolate 3442-BHL032417-GBD6312_19223-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATCCTGGAACA

TTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTT

AATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATAGCATTTCCACGAATAAATAATATAA

GATTTTGATTACTACCACCATCTCTTACTCTACTTCTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607049 Chironominae sp. water mite diet isolate 3449-BHL032417-GBD9733_12444-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCTCTAATATTAGGAGCCCCTGACATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTTCCACCATCTCTTACTTTATTTCTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607050 Chironominae sp. water mite diet isolate 3451-BHL032417-GBD25893_18751-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCACTTATATTAGGAGCCCCAGATATAGCATTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607051 Chironominae sp. water mite diet isolate 3453-BHL032417-GBD11716_15590-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTTTTTTTTGGAGCTTGATCCGGTATAGTAGGAACTTCCTTAAGAATATTAATCCGAACGGAATTAGGTC

GTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCATTAATATTAGGAGTCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCGTCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607052 Chironominae sp. water mite diet isolate 3454-BHL032417-GBD12213_9883-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAACAGAATTAGGTCATCCTG

GTACATTTATTGGTGATGATCAAATTTATATTGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCT

ATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAAT

ATAAGATTTTGATTATTACCACCATCTCTTACTTTAGTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607053 Chironominae sp. water mite diet isolate 3458-BHL032417-GBD2738_13984-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGCACGGAATTAGGTCA

TCCTGGTACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAATA

AATAATATAAGATTTTGATTATTACCCCCATCTCTTACTTTATTACTATCAAGCAGACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607054 Chironominae sp. water mite diet isolate 3459-BHL032417-GBD11550_8207-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATAATAATTCGAACAGAATTAGGTTG

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGTAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607055 Chironominae sp. water mite diet isolate 3460-BHL032417-GBD24385_6684-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCTTTAAGAATATTAATTAAAGCGGAATTAGGACAT

CCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGCTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607056 Chironominae sp. water mite diet isolate 3461-BHL032417-GBD16263_28512-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCTCTAATATTAGGAGATCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTTCCCCCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607057 Chironominae sp. water mite diet isolate 3464-BHL032417-GBD16787_7761-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGTGCTTGATCAGGTATAGTGGGAACTTCTTTAAGAATATTAATCCGAACTGAATTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTCTCCACGAATA

AATAATATAAGATTTTGACTACTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607058 Chironominae sp. water mite diet isolate 3466-BHL032417-GBD8252_7807-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGGTCCGGGATAGTTGGAACTTCTTTAAGTATATTTATTCGAACGGAATTAGGGCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATGCCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGAATATTACCACCATCTCTTACTTTATTCCTTGCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607059 Chironominae sp. water mite diet isolate 3471-BHL032417-GBD27201_15471-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGTTTGATCTGGAATAGTAGGAACTGCTTTTAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCAGCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607060 Chironominae sp. water mite diet isolate 3472-BHL032417-GBD22853_23430-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCATC

CTGGATCATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTTATGCTTTTTTTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAAA

TAATATAAGATTTTGATTATTACCACCATCACTAACTTTATTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607061 Chironominae sp. water mite diet isolate 3473-BHL032417-GBD10116_10043-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGTTTGATCAGGTATAGTAGGAACCTCTTTAAGAATATTAATTCGAACGGAATTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAACTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTAATTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607062 Chironominae sp. water mite diet isolate 3475-BHL032417-GBD4609_14750-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTAATTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGATTACTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607063 Chironominae sp. water mite diet isolate 3476-BHL032417-GBD3124_11079-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTTATTCGAACGGAATTAGGTCGT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGACATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGACTATTACCCCCATCTCTTACTTTATTACTTTCTAGAACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607064 Chironominae sp. water mite diet isolate 3674-BHL032417-GBD17035_28824-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTAATTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACTGAATTAGGTCA

TCCTGGAACATTTATTGGTGATTACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTTGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAATA

AATAATATATGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607065 Chironominae sp. water mite diet isolate 3725-BHL032417-GBD12974_8378-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACATGCTGG

TTCTTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGCAATACCT

ATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAA

TATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607066 Chironominae sp. water mite diet isolate 3960-BHL032417-GBD28354_12329-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATACTTATTCGAGCTGAACTTGGACG

ACCTGGTACTTTTATTGGTGATGAACAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607067 Chironominae sp. water mite diet isolate 3992-BHL032417-GBD27600_8962-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACAACCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATAGCATTCCCTCG

AATAAATAATATAAGTTTCTGATTACTTCCCCCTTCTTTGACTCTTCTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607068 Chironominae sp. water mite diet isolate 4021-BHL032417-GBD21164_27373-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AATTATACCCATTTTAATCGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTGG

AATAAATAATATAAGATTCTGATTACGTCCCCCTTCTTTAACACAGCATCATTCTAGTTCTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607069 Chironominae sp. water mite diet isolate 4027-BHL032417-GBD4717_10864-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGGACTTCTTTAAGAATTCTTATTCGAGCTGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGACTACTTCCCCCTTCTTTAACTCTTCTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607070 Chironominae sp. water mite diet isolate 4110-BHL032417-GBD3578_13325-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAATATGCTAATTCAAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAAAGTAATTATCACAGCACACGCTTTTATTATAATTTTTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATATGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607071 Chironominae sp. water mite diet isolate 4125-BHL032417-GBD15582_13624-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCATATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCTTCATTAAC---

CTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607072 Chironominae sp. water mite diet isolate 4127-BHL032417-GBD10550_8845-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGTACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTGCTACTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607073 Chironominae sp. water mite diet isolate 4159-BHL032417-GBD4977_12520-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTATCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607074 Chironominae sp. water mite diet isolate 4180-BHL032417-GBD16106_10292-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCATTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCATTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACCCTATTACTTTCAAGTGCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607075 Chironominae sp. water mite diet isolate 4197-BHL032417-GBD25825_7842-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAACAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCCGATAAGGCTTTCCCCCGAAAA

AAAAAAAAAAGTTTTTGACTTCCTCCCCCTTCATTAACCCCTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607076 Chironominae sp. water mite diet isolate 4208-BHL032417-GBD16868_7108-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAGTTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGACCCAGATATGGCTTTCCCTCTAATAA

ATAATATAAGTTTTTGACTTCTGCCCCCTTCATGAACCCTTTTACGTTCAAGGTCTACTGTAGAAAACGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607077 Chironominae sp. water mite diet isolate 4215-BHL032417-GBD18586_21246-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGTCGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCTTACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACCCTATTACTATCAAGTTCTGTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607078 Chironominae sp. water mite diet isolate 4275-BHL032417-GBD26371_7057-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGTTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGAACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607079 Chironominae sp. water mite diet isolate 4287-BHL032417-GBD5406_19084-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGAGCAAATTTATAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAACTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTACTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607080 Chironominae sp. water mite diet isolate 4288-BHL032417-GBD27022_13473-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAGGTATGTTAATTCAAGCAGAACTTGGACAA

CCTGGTACCTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTACAATAATAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607081 Chironominae sp. water mite diet isolate 4298-BHL032417-GBD6884_13782-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGACCTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGACCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCGGTTACAATCAAGTGCTATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607082 Chironominae sp. water mite diet isolate 4300-BHL032417-GBD20505_18664-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGGTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTCGACTTCTTCCCCCGTCATTAACCCTATTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607083 Chironominae sp. water mite diet isolate 4302-BHL032417-GBD18084_4729-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTAGGAC

GACCTGGAACTTTTATTGGAGATGAGCAAATTTACAACGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCACTAACCCTTTTTCTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607084 Chironominae sp. water mite diet isolate 4315-BHL032417-GBD17928_20495-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACAA

CCTGGTACATTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCATCATTAACCCTATTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607085 Chironominae sp. water mite diet isolate 4334-BHL032417-GBD11040_6259-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGCACTTCTTTAAGAATGTTAATTCAAGTAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTATAATGTAATTGTCACAGCACATGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCGCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607086 Chironominae sp. water mite diet isolate 4340-BHL032417-GBD17287_2956-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAAAACTTGGACG

ACTTGGTACTTTTATTGGAGATGACCAATTTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGGAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607087 Chironominae sp. water mite diet isolate 4408-BHL032417-GBD14448_24859-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATATGGTATAGTAGGCACTTCTTTAAGTATGTTAATTCAAGCAGAACTTGGACTA

CCAGGTTCTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607088 Chironominae sp. water mite diet isolate 4424-BHL032417-GBD7075_15845-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTCGGACGA

CCTGGTACTTTTATTGGATATGAGCAAATTTATAATGTAATTGTCACAGCACACGCATTTATTATAATTTTTTTTATAGCTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAAC---

CTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607089 Chironominae sp. water mite diet isolate 4428-BHL032417-GBD5945_7448-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATATTATCTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGACG

ACCTGGAACTTTCATTGGAGATGAGCAAATTTATAATGTAGTTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGGATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607090 Chironominae sp. water mite diet isolate 4445-BHL032417-GBD26889_14372-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTCGGACAC

CAAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTACAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCGTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607091 Chironominae sp. water mite diet isolate 4447-BHL032417-GBD13251_23466-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTCGGAGCTTGATCTGGTATAGTAGGTACTTCTCTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCAGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACAAGCATTTATTATAATTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607092 Chironominae sp. water mite diet isolate 4464-BHL032417-GBD18052_13551-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATGCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACCCTATTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607093 Chironominae sp. water mite diet isolate 4467-BHL032417-GBD18623_25282-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCATACCTTGGACAA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATACGGCTGTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607094 Chironominae sp. water mite diet isolate 4947-BHL032417-GBD22414_12025-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTATTACGTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607095 Chironominae sp. water mite diet isolate 5480-BHL032417-GBD9155_19127-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CGACCCGGAACTTTCATTGGTGACGACCAAATTTATAACATAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGT

ATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTATCTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KT115751, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607096 Chironominae sp. water mite diet isolate 5655-BHL032417-GBD16833_14270-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATACTTTATTTTTGGGGCTTGATCCGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGAC

GGCCAGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCCTTAATGTTAGGAGCCCCTGACATAGCCTTCTCGCGAA

TAAATAATATAAGATTTTGGCTTCTTCCCCCGTCTCTTACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR641103, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607097 Chironominae sp. water mite diet isolate 5738-BHL032417-GBD16382_27275-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGTTCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGT

CCTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607098 Chironominae sp. water mite diet isolate 5775-BHL032417-GBD8540_9311-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTCATTTTTTGGGGCTTGATCAGGAATAGTAGGCACTTCCTTAAGTATACTTATTCGAGCAGAGTTAGGAC

GGCCAGGAACTTTCATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTATAG

TTATACCGATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAACATTGGGAGCCCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACT-

TTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR751654, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607099 Chironominae sp. water mite diet isolate 5802-BHL032417-GBD6910_22098-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGATATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATGGTT

ATGCCAATTTTAACTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTCTCAAGTTCTATTATAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607100 Chironominae sp. water mite diet isolate 5833-BHL032417-GBD4571_14085-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTTGTGGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTCTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607101 Chironominae sp. water mite diet isolate 5834-BHL032417-GBD19864_22251-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGTAGAACTTGGACGA

CCTGGTACTATTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGTACACGCTTTTATTATAATTTTTTTTATGGTTA

TGCCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607102 Chironominae sp. water mite diet isolate 5848-BHL032417-GBD15997_8272-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGTTTTGGAAAGTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCACGTTATTTAACTCTACATCATTCTAGTTCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607103 Chironominae sp. water mite diet isolate 5854-BHL032417-GBD17335_27304-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTTCTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

TATAAATAACATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTTCTTCTATCTAGAACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607104 Chironominae sp. water mite diet isolate 5858-BHL032417-GBD12282_10508-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATTAGGACGACCC

GGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAACTTTTTTTATAGTTATAC

CGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCGAATAAAT

AATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR751654, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607105 Chironominae sp. water mite diet isolate 5868-BHL032417-GBD25142_23523-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTCTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATGGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTGGGAGACCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607106 Chironominae sp. water mite diet isolate 5908-BHL032417-GBD7963_7989-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAAGTTCCCTTAGAATATTAATTCGATCAGAATTAGGAC

GTCCTGGAATTTTTATTGGAGATGACCAAATCTACAACGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATGG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607107 Chironominae sp. water mite diet isolate 5935-BHL032417-GBD22564_11384-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAATTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATATCCATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTTATATTAGGAGCACCAGATATAGCATTCCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGTTCTCTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607108 Chironominae sp. water mite diet isolate 5963-BHL032417-GBD7932_26114-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTCATTTTTGGGGCTTGGTCAGGAATAGTAGGCACTTCCTTAAGTATACTTATTCGAGCAGAGTTAGGACG

GCCAGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR751654, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607109 Chironominae sp. water mite diet isolate 5969-BHL032417-GBD7348_11993-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATGGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACGCTACTACTAGCTAGCTCTATAGTAGAAAATGGAGCGGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607110 Chironominae sp. water mite diet isolate 5974-BHL032417-GBD12229_15185-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGTATGCTAATTCGAGCAAAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAGTTGTCACAGCACACGCTTTTATTATAATTTTTTTTATGG

TTATGCCAATTTTAATTGGGGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607111 Chironominae sp. water mite diet isolate 5982-BHL032417-GBD27396_18782-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGGATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCTTTAATATTAGGTGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCACTAACCTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607112 Chironominae sp. water mite diet isolate 5985-BHL032417-GBD27176_12447-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGTTCAGAATTAGG

ACATCCTGGTACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAGATAATATAAGATTCTGATTACTTCCTCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607113 Chironominae sp. water mite diet isolate 5996-BHL032417-GBD6498_11096-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTCTTTAAGAATTCTAATTCGTACAGAATT

AGGACATCCCGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATGTTAGGAGCACCAGATATAGCATTTCCT

CGAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTACTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607114 Chironominae sp. water mite diet isolate 5998-BHL032417-GBD21397_9716-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCTGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATAATAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCGTTCTTTATCTCTTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607115 Chironominae sp. water mite diet isolate 5999-BHL032417-GBD17512_8959-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607116 Chironominae sp. water mite diet isolate 6002-BHL032417-GBD5692_20037-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATTCTGGAACTTTGATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATATGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACACTTCTTATTTCTAGTTCTATTGTAGAAAATAGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607117 Chironominae sp. water mite diet isolate 6012-BHL032417-GBD3965_8780-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGGATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCACAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATATCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCCTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTCATCTCCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607118 Chironominae sp. water mite diet isolate 6036-BHL032417-GBD9076_16381-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGTATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTGTATTGTTATTGTAACAGTTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGACATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTCCTATTGTAGAAAATGGTGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607119 Chironominae sp. water mite diet isolate 6039-BHL032417-GBD24375_14271-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAACACAATTAGG

ACATCCTGGAACTTTTATTGGTGAAGACCAAATTTATAATGTTAATGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGACTTGTTCCTCTTATATTTGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAAAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607120 Chironominae sp. water mite diet isolate 6047-BHL032417-GBD22018_11590-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGATCCTGATCATGAATAGTTGGAACTTCTTTATGAATTCTAATTCGAGCAGAATTCGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTACTATCGTAGAAAAGGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607121 Chironominae sp. water mite diet isolate 6053-BHL032417-GBD26140_16917-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGTACTTCTTTAAGAATTCTAATTCGAGCAGAACTCGGTC

ATCCTGGTTCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTCTGATTACTTCCCCCGTCATTAACTCTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607122 Chironominae sp. water mite diet isolate 6055-BHL032417-GBD17800_6359-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACTTTATATTTTATTTTTGGAGCCTGATCTGCAATACTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAACTAGG

ACATCCTGGAACCTTTATTGGGGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

ATTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAACTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607123 Chironominae sp. water mite diet isolate 6058-BHL032417-GBD15023_7725-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCCGGAATAGTTGGAACCTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACTGCTCATGGTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGATGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607124 Chironominae sp. water mite diet isolate 6062-BHL032417-GBD4125_8095-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCCCTAATATTAGGAGCACCAGACATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTCTAACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607125 Chironominae sp. water mite diet isolate 6075-BHL032417-GBD13940_12458-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGTGATGTTCAAATTTATAATGTTATTGTAACAGCACATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTTTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607126 Chironominae sp. water mite diet isolate 6083-BHL032417-GBD2934_11885-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAACAGAATTAGGACAT

CCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCATCTTTATCTCTACTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607127 Chironominae sp. water mite diet isolate 6087-BHL032417-GBD23686_15815-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAATATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCGTTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTATCTAGTACTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607128 Chironominae sp. water mite diet isolate 6108-BHL032417-GBD25850_23336-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATACTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTTTTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAATTTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607129 Chironominae sp. water mite diet isolate 6109-BHL032417-GBD7319_22441-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTAGAGCCTGATCAGGTATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCT-

TACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607130 Chironominae sp. water mite diet isolate 6111-BHL032417-GBD22505_21024-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATACTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCATTCCCTCGA

ATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607131 Chironominae sp. water mite diet isolate 6113-BHL032417-GBD26187_9898-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCGTTTCCACGAA

TAAATAATATAAGATTCTGATTACTGCCCCCTTCATTAACTCTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607132 Chironominae sp. water mite diet isolate 6123-BHL032417-GBD19318_5244-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTAACTCTTCTTCTTTCAAGTACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607133 Chironominae sp. water mite diet isolate 6124-BHL032417-GBD28371_15133-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTACTTTCTAGTACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607134 Chironominae sp. water mite diet isolate 6126-BHL032417-GBD27442_13437-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTAACTCTTCTACTTTCTAGTACAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607135 Chironominae sp. water mite diet isolate 6128-BHL032417-GBD25406_9884-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACATCTTTAAGAATTTTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACATCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCCACTTTCTAGTACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607136 Chironominae sp. water mite diet isolate 6129-BHL032417-GBD26455_19635-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACCTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTTACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATAGAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607137 Chironominae sp. water mite diet isolate 6134-BHL032417-GBD9446_22774-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTCCCTCGAA

TAAATAATATAAGATCCTGATTACTTCCCCCTTCTTTAACACTACTACTATCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607138 Chironominae sp. water mite diet isolate 6141-BHL032417-GBD24355_20627-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAGTATAAGTTTCTGACTTTTACCCCCCGCTCTTACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607139 Chironominae sp. water mite diet isolate 6143-BHL032417-GBD26916_7670-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAGTTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAACCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTTTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607140 Chironominae sp. water mite diet isolate 6144-BHL032417-GBD20346_10703-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGA

CATCCTGGATCTTTTATTGGTGACGACCAAATTTATTATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAACATAAGATTCTGATTACTTCCCCCTTCTTTAACACTACTACTATCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607141 Chironominae sp. water mite diet isolate 6147-BHL032417-GBD20227_12665-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGAC

ATCCTGGTACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCCTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTGTATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTTCTATCTAGTTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607142 Chironominae sp. water mite diet isolate 6151-BHL032417-GBD21058_27713-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

GGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTACCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607143 Chironominae sp. water mite diet isolate 6158-BHL032417-GBD25633_13008-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGGATAGTTGGAACTTCTTTAAGTATTCTTATTCGAGCAGAATTAGG

GCATCCTGGCACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTGTCTAGTACTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607144 Chironominae sp. water mite diet isolate 6160-BHL032417-GBD12185_13219-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGTTCTTTTATCGGTGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTATTATCTAGCTCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607145 Chironominae sp. water mite diet isolate 6162-BHL032417-GBD26527_9592-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTCTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAGTTGATTAGTTCCTCTTATATTAGGAGCACCAGAAACAGCATTTCCTCGAA

TAAATAAAATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTTCAATCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607146 Chironominae sp. water mite diet isolate 6163-BHL032417-GBD12454_11785-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGCATTAGGA

CACCCTGGAACTTTTATCGGTGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607147 Chironominae sp. water mite diet isolate 6170-BHL032417-GBD15447_25402-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

CCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGCTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGTTATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCATTAACTCTACTACTTTCTAGTGCTATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607148 Chironominae sp. water mite diet isolate 6171-BHL032417-GBD24542_17498-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCATCAGATAAAGCATTTCCACG

AAAAAATAATAAAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607149 Chironominae sp. water mite diet isolate 6173-BHL032417-GBD16176_18335-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCTGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGTACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAACATAAGATTCTGATTACTTCCCCCTTCTTTAACACTACTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607150 Chironominae sp. water mite diet isolate 6174-BHL032417-GBD10095_16028-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGAATTTGGAAATTGATTAGTTCCTCTTATATTAGAAGCACCAGATATAGCTATTCCTCG

AATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTAACTCTTCTACTTTCTAGTACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607151 Chironominae sp. water mite diet isolate 6178-BHL032417-GBD3848_20999-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGCATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTCCCCC

GAATAAATAATATAAGCTTCTGATTACTTCCCCCTTCTTTAACTCTCCTTCTTTCTAGTTCAATTGTCGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607152 Chironominae sp. water mite diet isolate 6180-BHL032417-GBD27579_12285-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGAGTCTGATTACTTCCCCCTACTTTATCTCAGCTTCTTGCTAGTACTATTTTAGAAAATGGAGCTGG

AACA

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607153 Chironominae sp. water mite diet isolate 6181-BHL032417-GBD22212_16338-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTACTTCCTCTAATATTAGGAGCACCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTTCTTCTATCTAGTTCTTTTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607154 Chironominae sp. water mite diet isolate 6184-BHL032417-GBD20582_14489-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACTTTATGTTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGTAGAATTATG

ACATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607155 Chironominae sp. water mite diet isolate 6185-BHL032417-GBD22470_16340-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGG

ACAACCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTAACTCTTCTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607156 Chironominae sp. water mite diet isolate 6187-BHL032417-GBD6511_15981-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTTTATTTTATTTTCGGGGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACAACCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607157 Chironominae sp. water mite diet isolate 6192-BHL032417-GBD27339_12028-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTGGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTCTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTAG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTTTTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607158 Chironominae sp. water mite diet isolate 6195-BHL032417-GBD6809_11134-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGATGATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACACTACTTCTATCTAGTTCTGTTGTAGAAAATGGAGCTGAAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607159 Chironominae sp. water mite diet isolate 6203-BHL032417-GBD3978_10464-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATTCTAATTCGAGCAGAATTAG

GACAACCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTTTTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCTAGTACTATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607160 Chironominae sp. water mite diet isolate 6205-BHL032417-GBD18480_23341-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGAACAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAA

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTATTACCCCC------ATCACTAATTCTAT-

TAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607161 Chironominae sp. water mite diet isolate 6206-BHL032417-GBD9275_11287-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACAACCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGAATTTGGAAACTGATTATTGCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607162 Chironominae sp. water mite diet isolate 6208-BHL032417-GBD25890_22192-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGATCAAACTTATAATGTTATTGTTACCGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCATTAACTCGGCTACTATCTAGTTCTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607163 Chironominae sp. water mite diet isolate 6209-BHL032417-GBD7406_13879-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTAT

AGTAATACCTATTTTAATTGGAGGATTTGGAAATGGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607164 Chironominae sp. water mite diet isolate 6210-BHL032417-GBD9025_22655-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACAT

CCTGGAACTTTTATTGGTGACGATCAACCTTATAATGTTATTGTAACAGCTCATGCTTTTCTTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTACTTCTTTCTAGTGCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607165 Chironominae sp. water mite diet isolate 6211-BHL032417-GBD27606_20877-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTGTTTAGGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGATGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAACTAATATAAGATTCTGATTACTTCCCCCTTCTTTATCGCTTCTTCTTTCTAGTTCTATTTTAGAAAATCGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607166 Chironominae sp. water mite diet isolate 6219-BHL032417-GBD6895_24324-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGTC

ATGCTGGTTCTTTTATTGGTGACGATCAAATTTATAATGTAATTGTAACCGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCGTCATTAACTCTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607167 Chironominae sp. water mite diet isolate 6221-BHL032417-GBD24139_6681-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGG

TCATCCTGGTACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACATCTCATGCTTTTATAATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGCTCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607168 Chironominae sp. water mite diet isolate 6222-BHL032417-GBD12291_25451-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATACTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACTCATTTTAATTGGAGGATTTGGAAATTGATTAATTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAAAAATAAAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607169 Chironominae sp. water mite diet isolate 6225-BHL032417-GBD27605_22494-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGCACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGAAACTTTTATTGGTGACGACCAAATTTATAATTTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTAAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTGATATTAGGAGCACCAGCTATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTCCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607170 Chironominae sp. water mite diet isolate 6232-BHL032417-GBD25154_23946-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTACTTTATTTTTTATTTTTGGAGCCTGATCAGGAATAGTTGGACCTTCTTTAAGATTTCTAATTCGAGCAGATTTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTACTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607171 Chironominae sp. water mite diet isolate 6234-BHL032417-GBD19472_5989-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATACTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCATGGAACTTTCATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAAGTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTCTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607172 Chironominae sp. water mite diet isolate 6236-BHL032417-GBD4339_14569-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATAGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGATATAGCATTTCCTCAA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCAATTGCAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607173 Chironominae sp. water mite diet isolate 6239-BHL032417-GBD25361_23970-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGATCTTTTATTGGTGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCCTTTATTATAATTTTTTTTATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTCCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTTTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607174 Chironominae sp. water mite diet isolate 6240-BHL032417-GBD13734_27747-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGATCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCCTCTTTATCTCTTCTTCTTTCTAGTACAATAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607175 Chironominae sp. water mite diet isolate 6244-BHL032417-GBD20787_11344-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATGTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACAACCCGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCATCTGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607176 Chironominae sp. water mite diet isolate 6245-BHL032417-GBD24304_4437-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTATAAGAATTCTAATTCGAGCAGAATTAGGT

CATACTGGATCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTACTTTCTAGTTCTCTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607177 Chironominae sp. water mite diet isolate 6249-BHL032417-GBD8959_4147-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGGTCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGTCCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTCCTCG

AATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607178 Chironominae sp. water mite diet isolate 6252-BHL032417-GBD25586_9000-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTTTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGACTACTCCCCCCCTCTTTAACTCTTCTTCTATCTAGTACTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607179 Chironominae sp. water mite diet isolate 6254-BHL032417-GBD25043_7080-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGATCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATACTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGATTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCAAGTAGTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607180 Chironominae sp. water mite diet isolate 6256-BHL032417-GBD16638_23742-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGTACTTCTTTAAGAATTCTAATTCGAGCAGAATTCGGAC

ATCCTGGATCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCCTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTACTACAATCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607181 Chironominae sp. water mite diet isolate 6257-BHL032417-GBD17374_26305-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGGGCCTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATTAG

GACGTCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCCTCTTTATCTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607182 Chironominae sp. water mite diet isolate 6263-BHL032417-GBD12326_2567-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTCG

GACATCCTGGAACTTTTATTGGTGACGACCAATTTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCCCCAGATAAAGCATTCCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAATTCTATTGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607183 Chironominae sp. water mite diet isolate 6265-BHL032417-GBD25713_12430-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATTCCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATAAAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTATCTAGAACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607184 Chironominae sp. water mite diet isolate 6269-BHL032417-GBD17228_2867-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAGGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTTAAATGTTATTGGAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTAGTGTAGAAAATGGAGCTGGA

CCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607185 Chironominae sp. water mite diet isolate 6271-BHL032417-GBD26421_14871-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGCACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGATCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTACTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCGCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCATTATCTCTACTTCTATCTTGTTCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607186 Chironominae sp. water mite diet isolate 6273-BHL032417-GBD12639_12500-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTACATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGACCAAAATTAG

GACATCCTGGAACTTTTATTGATGACGACCAAATTTATAATGTTACTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCGGATATAGCGTTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607187 Chironominae sp. water mite diet isolate 6276-BHL032417-GBD20674_2647-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGATCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTGATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCATATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCATTATCTCTACTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607188 Chironominae sp. water mite diet isolate 6277-BHL032417-GBD28111_12463-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAGTTCTAATTCGAGCAGAATTAG

GTCATCCTGGAACTCTTATTAGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGTACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTTTTCCTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607189 Chironominae sp. water mite diet isolate 6278-BHL032417-GBD4580_13788-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGACCAGAATTAGG

TCATCCTGGATCTTTTATCGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATAGCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCGTCATTAACTCTTCTTCTATCTAGTTCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607190 Chironominae sp. water mite diet isolate 6281-BHL032417-GBD19564_21307-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGAACTTCTTTAAGAATGCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

TATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCCCTTCTTCTATCTAGTGCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607191 Chironominae sp. water mite diet isolate 6282-BHL032417-GBD7763_5888-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATACTGGATCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAA

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTACCCCCTTCATTAACTCTACTACTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607192 Chironominae sp. water mite diet isolate 6283-BHL032417-GBD29580_16095-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGATCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATAATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTCTGATATTAGGAGCACCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607193 Chironominae sp. water mite diet isolate 6285-BHL032417-GBD21778_22252-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATCTTTGGAGCCTGATCAGGAATAGTTGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTCTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTGTCTAGTTCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607194 Chironominae sp. water mite diet isolate 6286-BHL032417-GBD21545_25554-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGAC

ATCCTGGATCTTTTATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCTTTAACTCTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607195 Chironominae sp. water mite diet isolate 6292-BHL032417-GBD21906_26559-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTATTTAAGAATTTTAATTCGAGTAGAATTAG

GACATCCAGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATAATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCTGATATAGCATTTCCTCA

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607196 Chironominae sp. water mite diet isolate 6293-BHL032417-GBD3577_14285-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTCATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATATTAATTTGAGCTGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTACTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607197 Chironominae sp. water mite diet isolate 6295-BHL032417-GBD17441_3992-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACAGCCTGGAACTTTTATTGGTGACGACCATATTTATAATGTTATTGTAACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATAACCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTACATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTCTTGTAGAAAATGGAGCTGGA

CCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607198 Chironominae sp. water mite diet isolate 6296-BHL032417-GBD27543_10818-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGAAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACCTCCCCCTTCATTAACTCTTCTTCTTTCAAGTTCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607199 Chironominae sp. water mite diet isolate 6299-BHL032417-GBD25698_17580-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATTCTAATTCGAGCAGAATTTGG

ACATCCTGGTACTTTTATTGGTGACGACCAAATTTACAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCATTAACTCTTCTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607200 Chironominae sp. water mite diet isolate 6300-BHL032417-GBD7040_13784-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTTGAATTAGGACAT

CCTGGAACTTTTATTGGTGACGACCAACTTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGACTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTCCCTCGAATA

AATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTACAACTTTCTAGTGCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607201 Chironominae sp. water mite diet isolate 6301-BHL032417-GBD22008_13197-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGATTACTTCCCCCTTCTAGATATCTTCTTCTGACTAGTTCTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607202 Chironominae sp. water mite diet isolate 6302-BHL032417-GBD10575_3082-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGCACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGCTCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTGATATTAGAAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTACCCCCTTCATTAACCCTTCTTCTATCAAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607203 Chironominae sp. water mite diet isolate 6303-BHL032417-GBD3641_17558-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATCTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATGTCCTCG

AATAAATAATATAAGATACTGATTACTTCCCCCTTCTTCATCTCTTCATCTGTCTAGTGCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607204 Chironominae sp. water mite diet isolate 6304-BHL032417-GBD17215_28237-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACTTTATATTTTATTTTTGGAGCCTGGTCAGGAATAATTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

GCATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCCGATATAGCTTTTCCTCGA

ATAAATAACATAAGATTCTGATTACTTCCCCCTTCTTTATCCCTTCTTCTATCTAGTACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607205 Chironominae sp. water mite diet isolate 6306-BHL032417-GBD13773_9808-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGATCACGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTTGGGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCA

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTGTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607206 Chironominae sp. water mite diet isolate 6307-BHL032417-GBD22642_18754-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAG

GACATCCTGGCACTTTTATTGGTGGCGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCCCCAGATATAGCATTCCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTACTTTCTAGTTCTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607207 Chironominae sp. water mite diet isolate 6308-BHL032417-GBD9238_15375-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAGTTCGAGCAGAATTAG

GACATCCTGGTTCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTAATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTTTTCTACTATCTAGTTCTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607208 Chironominae sp. water mite diet isolate 6311-BHL032417-GBD24967_13451-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCCAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607209 Chironominae sp. water mite diet isolate 6313-BHL032417-GBD2687_10460-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTGAATTTTTGGAGACTGATCAGGAATAGTGGGAACTTCTTGAAGAATTCTACTTCGAGTAGAATTAG

GATATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

CGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCTGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607210 Chironominae sp. water mite diet isolate 6314-BHL032417-GBD27548_11404-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGAATTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATAAAGCATTTCCTCGAA

TAAAAAAAAAAAAATTCTGATTACTTCCCCCTTCTTTAACTCTACTTCTTTCTAGTTCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607211 Chironominae sp. water mite diet isolate 6316-BHL032417-GBD10631_9448-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTTTTTAAGAATTTTAATTCGAGCAGAATTAGGAC

CTCCTGGTACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAGTTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCGTCTTTATCTCTACTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607212 Chironominae sp. water mite diet isolate 6317-BHL032417-GBD9217_4322-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTACATTTTATTTTCGGAGCCTGATCTGGAATAGTTGGAACTTCTCTAAGTATTTTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607213 Chironominae sp. water mite diet isolate 6318-BHL032417-GBD27590_14549-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACCTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACAACCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCCCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGATTGTTGCCCCCATCATTA-

ACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607214 Chironominae sp. water mite diet isolate 6319-BHL032417-GBD27851_11955-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGACATAGCATTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTATCTAGTTCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607215 Chironominae sp. water mite diet isolate 6320-BHL032417-GBD21155_3562-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGAAGAATTAG

GACATCCTGGAACTTTTATTGTTGACGACCAAATGTATGATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAGATTGATTAGTTCCTCTTATATTAGGAGTACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAATTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607216 Chironominae sp. water mite diet isolate 6321-BHL032417-GBD14672_26755-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607217 Chironominae sp. water mite diet isolate 6322-BHL032417-GBD16089_3568-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGT

ACATCCTGGAACTTTTATTGGTGACGTCCATATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACACCTTTTAATTGCAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCCCCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAC

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607218 Chironominae sp. water mite diet isolate 6324-BHL032417-GBD24101_18851-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGTTTTTTTATGGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCTCTTCTTTAACTCTACTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

A

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607219 Chironominae sp. water mite diet isolate 6325-BHL032417-GBD10342_19528-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTGG

GACATCCTGGAACTTTTATTGATGACGACCAAATTTGTAATGTTATTGTAACAGCTCATGTTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCACTTCCTCG

AATAAATAATATAAGATTCTGATTGCTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTTTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607220 Chironominae sp. water mite diet isolate 6326-BHL032417-GBD28241_17946-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCTTTATGAATTTTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTACGTTATCTCTTCTTCTTTCTAGTTCTAGTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607221 Chironominae sp. water mite diet isolate 6327-BHL032417-GBD6537_6419-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAACTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGTATCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACATCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGGAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607222 Chironominae sp. water mite diet isolate 6328-BHL032417-GBD10159_6768-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTCATTCAAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTTACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATCTTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCGTCTTCTTTCTAGTTCTATTGTAGAAAATGGAACTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607223 Chironominae sp. water mite diet isolate 6329-BHL032417-GBD7547_10754-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTC

ACCCTGGTTCTTTAATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCCCCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCGTCTTTATCTCTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607224 Chironominae sp. water mite diet isolate 6330-BHL032417-GBD11999_11229-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTGGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGAAGGATTTGGAAATTGATTAGTTCCCCTTATATTAGGAGCACCAGACATAGCTTTTCCTCG

AATAAATAATATAAGATTCTGATTTCTTCCCCCCTCTTTATCTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607225 Chironominae sp. water mite diet isolate 6331-BHL032417-GBD5252_20922-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTCGGA

CATCCTGGTACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCCATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCACTTCCCCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCGTCTTTAACTCTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607226 Chironominae sp. water mite diet isolate 6333-BHL032417-GBD12597_22094-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATCGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGTTGACGACCAAATTTATGATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACGTCCCCCTTCTTTAACACTTCTTCAATCTAGTGCTAGAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607227 Chironominae sp. water mite diet isolate 6334-BHL032417-GBD20696_20596-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGATCTTTTATTGGTGACGACCAAATTTATATTGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCATCTTTATATCTACTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607228 Chironominae sp. water mite diet isolate 6336-BHL032417-GBD5873_25082-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGAAGAACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCGATCTAGGTCTATTGTAGAAAATGGCGCTGG

ACCAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607229 Chironominae sp. water mite diet isolate 6337-BHL032417-GBD12680_25669-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAATTGGAACTTCCTTAAGAATTTTAATTCGAGCAGAATTAG

GACACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCCCTTCTTCTATCTAGATCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607230 Chironominae sp. water mite diet isolate 6338-BHL032417-GBD27435_18960-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGGGCCTGATCAGGAATAGTTGGAACTTCTTTAAGGATTCTAATTCGAGCAGAATTAG

GACATCATGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGACATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATATCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607231 Chironominae sp. water mite diet isolate 6339-BHL032417-GBD23503_5617-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTAGATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCATATATTAGGAGCACCAGATATGGCGTTTCCTC

GAATAAATAATATAAGATTCTGATTACGTCCCCCTTCTTTATCTCATCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607232 Chironominae sp. water mite diet isolate 6341-BHL032417-GBD20417_25327-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAG

GACATCCTGGAACATTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTATCAT

AGTTATACCCATTCTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607233 Chironominae sp. water mite diet isolate 6346-BHL032417-GBD20600_3065-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATATCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

TATAAATAATATAAGGTTCTGATTACTACCCCCTTCTTTAACTCTTCTTCTGTCTAGTTCTACAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607234 Chironominae sp. water mite diet isolate 6347-BHL032417-GBD12892_15613-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAACTAG

GACATCCTGGAACTTTTATTGATGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCGTTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTCTAACTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607235 Chironominae sp. water mite diet isolate 6349-BHL032417-GBD24501_10094-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTATGACAA

CCAGGAACTTTTATTGGTGAAGACCAAATATATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTACTACTTTCTAGTGCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607236 Chironominae sp. water mite diet isolate 6352-BHL032417-GBD19571_21123-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTTATTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ACAAATAATATAAGATTCTGATTACTTCCCCCTGCTTTAACTCTTCTTCTTGCTAGTGCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607237 Chironominae sp. water mite diet isolate 6353-BHL032417-GBD25930_9999-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGTATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCACG

AATAAATAATATAAGATTCTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607238 Chironominae sp. water mite diet isolate 6354-BHL032417-GBD4319_9773-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATGAGATTCTGATTACTTCCCCCCTCTTTAACTCTTCTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607239 Chironominae sp. water mite diet isolate 6355-BHL032417-GBD5263_12894-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACATCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTATTACCCCCATATCTTACTCTACTTCTTTCAAGTACAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607240 Chironominae sp. water mite diet isolate 6359-BHL032417-GBD9999_6863-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTAT

AGTAATACCTATTTTATTTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATCTCCTCG

AATAAACAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607241 Chironominae sp. water mite diet isolate 6360-BHL032417-GBD5006_12549-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGGGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGG

ACATCCTGGAACCTTTATTGGTGACGACCAAATTTATAATGTTGTTGTAACTGCTCATGCTTTTATTATAATTTTTTTCACA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTCTATCTCTTCATCTTTCTAGTTCTATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607242 Chironominae sp. water mite diet isolate 6361-BHL032417-GBD4362_13585-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTAGAATTAGGA

CAACCTGGCACTTTTCTTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATATTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAAGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTACTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607243 Chironominae sp. water mite diet isolate 6363-BHL032417-GBD25893_10945-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGTC

ATCCTGGAACTTTTATTGGTGACGGCCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATCTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTTCTTTCAAGTACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607244 Chironominae sp. water mite diet isolate 6364-BHL032417-GBD24111_6321-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGTAGCCTGATCAGGAATAGGTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTGTAATTGGAGGATATGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCGTCTTCTATCTAGATCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607245 Chironominae sp. water mite diet isolate 6367-BHL032417-GBD23788_25394-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTCTTATAATTTTTTTCAT

AGTTATACCCATGTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTGTATCTCTTCTACTTGCTAGTTCGAGTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607246 Chironominae sp. water mite diet isolate 6368-BHL032417-GBD4542_12725-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTTATATTTGGAGCACCAGACATAGCATTTCCTCG

AATAAATAATATAAGATTCTGACTACTTCCCCCTTCTCTAACGCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607247 Chironominae sp. water mite diet isolate 6369-BHL032417-GBD25273_9840-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCAGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATATTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAA

AAATAATATAAGAGTTTGATTATTACCACCAACTCTTACTTTATTACTTACAAAAAGAATATTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607248 Chironominae sp. water mite diet isolate 6371-BHL032417-GBD5939_15579-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGG

ACACCCTGGAACATTTATTGGTGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCGCGA

ATAAACAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTATCTAGTTCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607249 Chironominae sp. water mite diet isolate 6372-BHL032417-GBD6056_25173-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCCCCAGATATAGCATTTTCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTCCTTTACCCCTCCTCCTTTCTAGTCCTATTGTAGAAAAGGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607250 Chironominae sp. water mite diet isolate 6375-BHL032417-GBD29082_16530-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTTTTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATGTGGAAATTGATTAGTTCCTCTAATATCAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTGCATTAACTGTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607251 Chironominae sp. water mite diet isolate 6376-BHL032417-GBD6295_22017-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTTTTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

CCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAACTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTTCTTTCTAGTAGAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607252 Chironominae sp. water mite diet isolate 6378-BHL032417-GBD7748_5903-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACACCCTGGAACTTTTATTGGAGAAGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AATTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTTCTTCTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607253 Chironominae sp. water mite diet isolate 6379-BHL032417-GBD17443_9655-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGCATAGTTGGCACTTCTTTAAGATTTCTAATTCGAGCAGAATTCGGAC

ATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCGCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCGTCATTAACTCTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607254 Chironominae sp. water mite diet isolate 6380-BHL032417-GBD29639_16646-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAGTTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTGTACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTGTAGCGCGGCGTCTTGCTAATTCTATTGTAGAAAATGGAACTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607255 Chironominae sp. water mite diet isolate 6382-BHL032417-GBD20433_20226-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGA

CATCCTGGAATTTTTATTGGTGACGACCAAATTTATAATGTTAATGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGTACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTACTTCTTTCTAGATCTATTGTAGAAAATGGAGCTAGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607256 Chironominae sp. water mite diet isolate 6383-BHL032417-GBD19338_22043-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCTGGAATAGTTGGTACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGG

ACATCCTGGTACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCCCCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTTATTATCTCTTCTTCCTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607257 Chironominae sp. water mite diet isolate 6384-BHL032417-GBD6194_23605-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGAAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTATATAACTCATCTTCTTACTAGTTCAATTGTAGAAAATGGAGCAGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607258 Chironominae sp. water mite diet isolate 6386-BHL032417-GBD8939_27048-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTATG

ACATCCTGGAACCTTTATTGGTGACGATCAAATTTATAATGTTCTTGTAACTGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTACTTTCTAGTGCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607259 Chironominae sp. water mite diet isolate 6387-BHL032417-GBD12701_23398-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAAGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGG

TCATCCTGGTACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCTGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCATTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607260 Chironominae sp. water mite diet isolate 6389-BHL032417-GBD28323_17650-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

CCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCACTAATATTAGGAGCACCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTCTGATTACTTCTCCCTTCTCTATCACTACTTCTTTCTAGTACTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607261 Chironominae sp. water mite diet isolate 6390-BHL032417-GBD7484_8235-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTGGGAGCACCAGATAAAGCCTTTCCTCC

AATAAAAAATAAAAGATTCTGATTACTTCCCCCCTCTTTATCTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607262 Chironominae sp. water mite diet isolate 6392-BHL032417-GBD5271_7226-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGCGCTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCGTTTCCTCGAA

TAAATAATAAAAGATTCTGATTACATCCCCCTTCTTTAACTCTACTTCTTTCTAGTGCTATTGTAGAAAATGGAGCTGGAG

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607263 Chironominae sp. water mite diet isolate 6394-BHL032417-GBD18503_7585-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGATCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGAAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607264 Chironominae sp. water mite diet isolate 6395-BHL032417-GBD23348_4977-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTAGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTATTATAACTTTTTTCAT

AGTTATACCCATATTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCATCTTCTTTCTAGTTCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607265 Chironominae sp. water mite diet isolate 6396-BHL032417-GBD27056_11593-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACATTTATTGGTGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTACTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGGGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTATTGCCCCCTTCTTTATCTCTACTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607266 Chironominae sp. water mite diet isolate 6397-BHL032417-GBD9430_10848-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGGACTTCTTTAAGAATTCTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTTTACCCATTTTAATTGGAGGATTTGGAAATTGATTAATTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTCCTTTATCTCTTCTTCTTTCTAGTTCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607267 Chironominae sp. water mite diet isolate 6398-BHL032417-GBD20009_27300-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATCCTGGAACTTCTATTGGAGACGACCAAATTTATAATATTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCGTCTTTAACTCTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607268 Chironominae sp. water mite diet isolate 6400-BHL032417-GBD24935_23836-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TAATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTATTACTTTCAAGGTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607269 Chironominae sp. water mite diet isolate 6406-BHL032417-GBD25007_25759-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGGACTTCGTTAAGAATACTAATTCGAGCAGAATTAG

GACGTCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATAGCATTTCCTCG

AATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTAACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607270 Chironominae sp. water mite diet isolate 6408-BHL032417-GBD3104_18017-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTATTTAAGAATTCTAATTCGAGCAGAATTAG

GATATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTCACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTCATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAATATTCTGATTGCTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607271 Chironominae sp. water mite diet isolate 6409-BHL032417-GBD5014_18142-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCCCG

AATAAAAAAAAAAAGATTCTGATCACTTCCCCCTCCTTCATCCCCTCCTCTTTCTAGTTCTATCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607272 Chironominae sp. water mite diet isolate 6410-BHL032417-GBD23520_24576-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGGA

CATCCCGGAACTTTTATTGGTGACGACCAATTTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGAATACTTCCCCCTTCATTAACACTACTTCTGTCTAGTACTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607273 Chironominae sp. water mite diet isolate 6411-BHL032417-GBD13353_2166-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGCATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTACAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTGATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAATTCTATTCTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607274 Chironominae sp. water mite diet isolate 6412-BHL032417-GBD28114_21547-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCTTGACCAGGAATAGTTGGAACTTCTTTAAGAATACTAATTCGAGCAGAATTAG

GACATCCTGAAACTTTTAGTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAGTATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607275 Chironominae sp. water mite diet isolate 6413-BHL032417-GBD28905_15021-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTATG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTACCTTATCTCATCCTCTTACTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607276 Chironominae sp. water mite diet isolate 6415-BHL032417-GBD24679_18027-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTAATTCGAGCTGAATTAG

GCCAACCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTAGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTACTTTCTAATTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607277 Chironominae sp. water mite diet isolate 6416-BHL032417-GBD2322_16216-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGA

CATCCTGGATCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCTGATATAGCATTCCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTATTACTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607278 Chironominae sp. water mite diet isolate 6417-BHL032417-GBD13265_5598-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACACTATATTTTATTTTTGGAGCATGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACAACCAGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTACTTTCTAGTTCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607279 Chironominae sp. water mite diet isolate 6418-BHL032417-GBD5180_9125-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAATTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTACCCCTTCTTCTTTCAAGTTCTTTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607280 Chironominae sp. water mite diet isolate 6420-BHL032417-GBD22627_20316-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGAAGGATTTGGAAATTGATTGGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGACTACGTCCCCCTTCTTTAACTCGGCTTCGTTCTAGTACTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607281 Chironominae sp. water mite diet isolate 6422-BHL032417-GBD24893_20222-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCGGGAATAGTTGGAACTTCTTTAAGAATATTAATTCGAGCAGAATTAG

GACATCCTGGACCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607282 Chironominae sp. water mite diet isolate 6423-BHL032417-GBD24753_14106-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATATCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCGTCTCTATCTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607283 Chironominae sp. water mite diet isolate 6425-BHL032417-GBD18237_4351-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATACTAATTCGAGCAGAATTAG

GACATCCTGTAACATTTATTGGAGACGACCAAATTTATAATGGAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCCTTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607284 Chironominae sp. water mite diet isolate 6427-BHL032417-GBD22084_16422-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAACTAG

GACATCCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACAGATCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607285 Chironominae sp. water mite diet isolate 6428-BHL032417-GBD21040_27331-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCATGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATGCCCATTTTAATTGGAAGATTTGGAAATTGATTAGTTTCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAAAATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607286 Chironominae sp. water mite diet isolate 6430-BHL032417-GBD22932_23613-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGCATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GTCATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATACTTTTTTTCAT

AGTTATACACATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCATCTACTTTCTAGTTCTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607287 Chironominae sp. water mite diet isolate 6432-BHL032417-GBD24288_23866-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTGATTCGAGCAGAATTAG

GACAACCTGGAACCTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTTATACTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTACCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607288 Chironominae sp. water mite diet isolate 6433-BHL032417-GBD18701_20842-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGCAGAATTAGGACAA

CCTGGAACTTTCATTGGTGACGAGCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTACCCCCTTCTTTAACTCTACTACTTTCTAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607289 Chironominae sp. water mite diet isolate 6434-BHL032417-GBD21075_12260-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATATTTGGAACTTCTTTTAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTCTTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAGTATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCTCTTCTTTAACTCTTCTTCTTTCTAGTGCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607290 Chironominae sp. water mite diet isolate 6435-BHL032417-GBD9792_7809-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGTGCCTGATCTGGTATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGGACAT

CCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCATCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCCCTACTACCATCTAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607291 Chironominae sp. water mite diet isolate 6436-BHL032417-GBD12296_25249-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCAAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTGACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607292 Chironominae sp. water mite diet isolate 6437-BHL032417-GBD5831_19870-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGAGCAGGAATAGTTGGAACTGCTTTAAGAATACTAATTCGAGTAGAATTAG

TACATCCAGGAACTTTTATTGGTGACGACCAATTTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

ACTAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607293 Chironominae sp. water mite diet isolate 6438-BHL032417-GBD10568_14657-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAGCTTCTTTAAGAATTCTAATTCGAGCAGCTTTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTCTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATACAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAGCTCGACATCTGTCTAGTGCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607294 Chironominae sp. water mite diet isolate 6440-BHL032417-GBD24642_16221-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATCCTAATTCGAGCAGAATTAG

GACATCCTGGAACATTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTGTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607295 Chironominae sp. water mite diet isolate 6441-BHL032417-GBD11289_15430-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTATGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATATTAATCCGAACGGGATTAG

GTCATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607296 Chironominae sp. water mite diet isolate 6442-BHL032417-GBD21173_21008-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGATCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGGGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCCGATTACTCCCCCCTTCTTGATCTCTTCTACTATCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607297 Chironominae sp. water mite diet isolate 6443-BHL032417-GBD8150_15092-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTTATTCGAGCAGAATTAGG

TCAACCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTTTTGTAACAGCTCATGCTTTTATTATAATTTTATTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTCTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607298 Chironominae sp. water mite diet isolate 6444-BHL032417-GBD22676_20232-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGAAACTTTTAGTGGTGACAACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTCTTATATTAGGAGCATTAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTAGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607299 Chironominae sp. water mite diet isolate 6446-BHL032417-GBD2166_13457-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTGTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCCCCAGATACAGCTTTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTCGTACTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607300 Chironominae sp. water mite diet isolate 6447-BHL032417-GBD7100_11005-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTTAGAATTATAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTCTTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTAATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAACATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCACCTTCTTTAACCCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607301 Chironominae sp. water mite diet isolate 6449-BHL032417-GBD12241_13501-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCATTGAGAATGCTTATTCGAGCAGAAATAG

GACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAATATAATTTTTTTCA

TAGTTATACCAGTTTTATATGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607302 Chironominae sp. water mite diet isolate 6450-BHL032417-GBD10246_5793-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTTAGAATTTTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTGTTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATGGCATTCCCTCGA

ATAAATAATATAAGATTCTGATTTCTTCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607303 Chironominae sp. water mite diet isolate 6451-BHL032417-GBD27471_19042-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTTTTTTTGGAGCCTGATCAGGAATAGGTGGAACTTCTTTAAGAATTCTAATTCGCGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGTTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTGATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

GGTAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCGTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607304 Chironominae sp. water mite diet isolate 6452-BHL032417-GBD20298_25068-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATATCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCATCATTAACTCTACTACTATCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607305 Chironominae sp. water mite diet isolate 6454-BHL032417-GBD4826_18376-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATCGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607306 Chironominae sp. water mite diet isolate 6461-BHL032417-GBD24860_14388-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTCATTTTTGGAGCCTGATCAGGAATAGTGGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAG

GACATCCTGGAATTTTTATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTTTACTTTCTAGTACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607307 Chironominae sp. water mite diet isolate 6462-BHL032417-GBD15157_12808-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTTTATTTTATTTTTGGAGCCTTATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCAATCTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTGCCCCCTTCATTAACGTTACTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607308 Chironominae sp. water mite diet isolate 6464-BHL032417-GBD7451_18491-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGGACTTCTTTAAGAATACTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTTCTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607309 Chironominae sp. water mite diet isolate 6465-BHL032417-GBD19134_5849-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATGCAGG

CTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCT

ATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAA

TATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAAGGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607310 Chironominae sp. water mite diet isolate 6467-BHL032417-GBD28331_9397-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCCGGAACTTTTATTGGTGACGACCAATTTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

GGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCGTCTTTAACTCTTTTACTATCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607311 Chironominae sp. water mite diet isolate 6469-BHL032417-GBD20921_23909-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAACAGTTGGAACTTCTTTAAGAATTCTAATTAGAGCAGAACTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATGATGTTATTGTAACAGCTCATGCTTTTATTATAACTTTTTTCAT

AGTTATACCCATTTTAGTTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATATTATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607312 Chironominae sp. water mite diet isolate 6470-BHL032417-GBD26895_11689-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTTAGAATATTAATTCGAGTAGGATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGTACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTACTTTCTAGTGCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607313 Chironominae sp. water mite diet isolate 6471-BHL032417-GBD9207_12444-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAAAATTAGG

ACATCCTGGAACTTTTATTGGTGATGACCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAACATAAGATTCTGATTACTTCCCCCTTCTTTATCCCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607314 Chironominae sp. water mite diet isolate 6475-BHL032417-GBD15284_2443-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGAAGCCTGATCAGTAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTTGAACTTTTATTGGTGACGACCAAATTTATAATGGTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTTGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACCTCCCCCTTCTTTATCTCTTCTTCTTTCTAATTCTATTGTCGAAAATGGAGCTGGAC

CAG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607315 Chironominae sp. water mite diet isolate 6478-BHL032417-GBD16172_9829-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGAATTCTTATTCGAGCTGAATTAGG

ACGTCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACGGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGTGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCCTCTTTGACTCTTCTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607316 Chironominae sp. water mite diet isolate 6481-BHL032417-GBD16647_26495-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGACTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GAAATCCTGGAACTTTTATTGGTGACGACCCAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTTGAGGATTTTGAAATTGATTAGTTACTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTTGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607317 Chironominae sp. water mite diet isolate 6484-BHL032417-GBD10712_23540-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGTTGAATTGTG

ACATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GCTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607318 Chironominae sp. water mite diet isolate 6485-BHL032417-GBD25765_11545-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTCATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTAGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGTACCAGATATAGTATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607319 Chironominae sp. water mite diet isolate 6487-BHL032417-GBD3057_10669-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

CCTAAATCATATAAGATTCTGATTCCTTCCCCCTTCTTTCTCTCTTCTTCTTTCTTGTTCTTTTGT

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607320 Chironominae sp. water mite diet isolate 6488-BHL032417-GBD19368_24231-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTGTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCAAGCAGAATTAG

GACATCCTGGAACTTTTATTTGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCAGCCTCTTTCTAGTACGAGAGTAGAAAATGGAGCTGG

AGCAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607321 Chironominae sp. water mite diet isolate 6489-BHL032417-GBD10691_18842-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTAGAATTAGGA

CATCCAGGATTTTTCATTGGTGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATAATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTACTTCTTTCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607322 Chironominae sp. water mite diet isolate 6490-BHL032417-GBD10601_4294-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCATTTTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAATTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCCCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCGCCTTCTTTCTAGTGCTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607323 Chironominae sp. water mite diet isolate 6491-BHL032417-GBD7743_6060-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTCTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATAGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATTCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATGTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCTTTCTTTATCTCTGCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607324 Chironominae sp. water mite diet isolate 6492-BHL032417-GBD23300_26283-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCCGGAATAGTTGGAACTTCTTTAAGAATTCTTTTTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTAATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATCTCCTCGA

ATAAATAATATAAGATTCTGATTACTACCCCCCTCTCTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607325 Chironominae sp. water mite diet isolate 6493-BHL032417-GBD7564_5526-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGATCCTGATCTGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGAC

ATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

AATACCCATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATACTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACACTACTACTATCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607326 Chironominae sp. water mite diet isolate 6494-BHL032417-GBD23322_26020-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACACTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCTAGCAGAATTAG

GACATCCTGGATCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTAATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTACTTTCTAGTTCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607327 Chironominae sp. water mite diet isolate 6496-BHL032417-GBD24031_17690-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACGGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCCATTTTAATTGGGGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607328 Chironominae sp. water mite diet isolate 6497-BHL032417-GBD2051_17397-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGC

TTATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAACAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607329 Chironominae sp. water mite diet isolate 6499-BHL032417-GBD27864_18893-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGGACTTTTATTGATGATGACCAAATTTATAATGTTATTGTACCAGCTCATGTTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAAGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607330 Chironominae sp. water mite diet isolate 6500-BHL032417-GBD23380_18472-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGAC

ATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

AATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTGATATTAGGAGCACCGGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTACCCCCTTCATTAACCCTACTTCTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607331 Chironominae sp. water mite diet isolate 6502-BHL032417-GBD18978_2556-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTCG

GACACCCTGGTACTTTTATCGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATAATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607332 Chironominae sp. water mite diet isolate 6503-BHL032417-GBD26134_14649-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATTTTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTATGACAT

CCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGACTACTTCCCCCTTCTTTAACCCTACTACTTTCTAGTGCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607333 Chironominae sp. water mite diet isolate 6504-BHL032417-GBD26241_22468-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTATGAATTCTAATTCGAGCAGTATTAGG

ACATCATGGAACTTTTATTGGTGACGACCAAATTTACAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTACTTGCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607334 Chironominae sp. water mite diet isolate 6506-BHL032417-GBD21495_4670-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACCTTTATTGGTGACGACCAAATTTATATTGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACATCCCCCTTCTATATCTCTGCGTCGTACTAGGACTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607335 Chironominae sp. water mite diet isolate 6507-BHL032417-GBD14381_18650-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGGGCTTGATCGGGAATAGTGGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGTACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTATGATTAGTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607336 Chironominae sp. water mite diet isolate 6511-BHL032417-GBD8321_13899-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAG

GACAACCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGATATAGCATTTCCTCG

AATAAATAATATAAGTTTCTGACTTCTTCCCCCTTCTTTGACTCTTCTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607337 Chironominae sp. water mite diet isolate 6512-BHL032417-GBD17814_24126-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTCG

GACATCCTGGTATGTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATATCCATTTTAATTGGAGGATTTGGAAATTGATTAATTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607338 Chironominae sp. water mite diet isolate 6514-BHL032417-GBD18051_11710-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTCGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTCATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCTTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCGTCTTTAAATCTACTTCTATCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607339 Chironominae sp. water mite diet isolate 6515-BHL032417-GBD14404_7014-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTTGGCACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGTTCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAAAAATATAAGATTCTGATTACTTCCCCCGTCATTATCTCTTCTTCTATCTAATTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607340 Chironominae sp. water mite diet isolate 6516-BHL032417-GBD17304_2647-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCATATTTATAATGGTATTGTAACAGCGCATGCCTTTATTATAATTTTTTTCA

TAGTTATACCCATTTTAATGGGAGGATTTGGAGATTGATTAGTTCCTCTTATATTAGGAGCACAAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

ACCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607341 Chironominae sp. water mite diet isolate 6517-BHL032417-GBD23287_25331-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATACTTGTAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTAGTGACGACCAAATTTATATTGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATATCTTCTTCGTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607342 Chironominae sp. water mite diet isolate 6518-BHL032417-GBD8443_25181-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATGCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACGGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTATTTCCCCCTTCTTTAACTCTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607343 Chironominae sp. water mite diet isolate 6520-BHL032417-GBD24307_15754-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTCTATTTTATTTTTGGAGCATGATCAGGAATAGTTGGAACTTCTTTAAGTCTTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCTCCCTTCTTTATCTCTGCTTCTTTCGAGTACTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607344 Chironominae sp. water mite diet isolate 6521-BHL032417-GBD19031_10828-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATGATGTTATTGTAACAGCTCAAGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAAGAATTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATTACCTTTCCTCG

AATAAATAAAAAAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607345 Chironominae sp. water mite diet isolate 6522-BHL032417-GBD21974_12963-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAGTTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAGTTTTTTTCATA

GTTACACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTCTATCTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607346 Chironominae sp. water mite diet isolate 6524-BHL032417-GBD2417_16841-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGAC

ATTCTGGTTCTTTAATTGGTGACGATCATATTTATAATGTTATTGTAATAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCATTCCCTCGAATA

AATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTATTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607347 Chironominae sp. water mite diet isolate 6525-BHL032417-GBD13797_24254-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAAGATTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GTCATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCACATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTATGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTGCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607348 Chironominae sp. water mite diet isolate 6526-BHL032417-GBD18380_5272-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTTTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACTACCAAATTTATATTGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTGGAAAATGGAGCTGGA

CCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607349 Chironominae sp. water mite diet isolate 6527-BHL032417-GBD6314_24370-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCAAATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTCTTTTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATATTAGGAGCACCAGATATAGCATTTCATCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTGCTAGTTCGATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607350 Chironominae sp. water mite diet isolate 6528-BHL032417-GBD21823_22520-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTACTATCAAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607351 Chironominae sp. water mite diet isolate 6529-BHL032417-GBD21925_4088-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGAAACTTCTTTAGGAATTCTAATTCGAGCAGAATTCG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCGTCTTTATCTCTTCTACTATCTGGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607352 Chironominae sp. water mite diet isolate 6532-BHL032417-GBD18944_27869-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCGTCTTTCTAGTACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607353 Chironominae sp. water mite diet isolate 6533-BHL032417-GBD22494_9913-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGAACTTCTATAAGAATTTTAATTCGAGCAGAATTAGGACAT

CCTGGAACTTTTATTGTTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTAGCTCTACTTCTATCTAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607354 Chironominae sp. water mite diet isolate 6535-BHL032417-GBD26163_23251-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTGGGAACTTCATTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTAATAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607355 Chironominae sp. water mite diet isolate 6536-BHL032417-GBD6646_15744-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGCTTTAGTAC

ATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTAGAGGATTTGGAAATTGATCAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATACTGATTACTTCCCCCTTCTTTATCACTACTGCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607356 Chironominae sp. water mite diet isolate 6538-BHL032417-GBD26594_17094-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCATATTTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACATCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGAGTCTGATTACTTCCCCCTTCTTTATCTCAGCTACTTTCTAGTACTAGAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607357 Chironominae sp. water mite diet isolate 6540-BHL032417-GBD13484_4625-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGACCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGTCCTAATTTATAATGTTATGGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATAACCATTTTAATTGGAGGATTTGGAAATTGATTTGTTCATCTTATATTAGGAGCACAAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607358 Chironominae sp. water mite diet isolate 6541-BHL032417-GBD16501_4569-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGTAACTTTTAATGGTGACGACCATTTTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTTGAAATTGATTAGTTCCTCTTATATTAGGAGCCCAAGATATAGCATTTCCTCT

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

CCAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607359 Chironominae sp. water mite diet isolate 6542-BHL032417-GBD15733_3665-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTAATTCGAGCAGAACTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTGCCTCTAATATTAGGAGCCCCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTTTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607360 Chironominae sp. water mite diet isolate 6543-BHL032417-GBD15278_2765-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGTAACTTTTATTGGGGACGACCATATTTATAATGGTATTGGAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTGATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTCCTTTATCTCTTCTTCTTTCTAGTTCCATTGTAGAAAATGGCGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607361 Chironominae sp. water mite diet isolate 6549-BHL032417-GBD9876_17675-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATACTTTATTTTTGGAGCCTGATCAGGAATAGTGGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAG

GACAACCCGGAACTTTCATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCACATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGACTATTTCCCCCTTCTCTAACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607362 Chironominae sp. water mite diet isolate 6551-BHL032417-GBD4578_11625-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAATTGGAACTTCTTTAAGAACTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTGTATTGGTGACGACCAAGTTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCACTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGAAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607363 Chironominae sp. water mite diet isolate 6552-BHL032417-GBD26033_18855-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTTGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGCTATTGTAACAGCTCATGCTTTTATTATAATTTTTCTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTCCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607364 Chironominae sp. water mite diet isolate 6553-BHL032417-GBD4327_8567-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGTCCAGGAATAGTTGGAACTTATTTAAGAATTCTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTACTGTATCTCTGCTTCTTGCTAGTACTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607365 Chironominae sp. water mite diet isolate 6555-BHL032417-GBD21083_3122-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGTCAT

CCTGGATCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCACCAGATATAGCATTTCCACGAATA

AATAATATAAGATTCTGATTACTTCCCCCGTCTCTAACTCTACTACTTTCTAGTGCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607366 Chironominae sp. water mite diet isolate 6560-BHL032417-GBD5753_16003-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAG

GCCATGCTGGTTCTTTAATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTTGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTATCTAGTTCTCTTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607367 Chironominae sp. water mite diet isolate 6561-BHL032417-GBD24412_20642-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGACTAGTTGGAACTTCTTTAAGAATTCTACTTCGAGCAGAATTATG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTACTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTGCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607368 Chironominae sp. water mite diet isolate 6562-BHL032417-GBD9801_19866-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAGTTCGGACAT

CCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATATCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTACTTCCATCTAGTACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607369 Chironominae sp. water mite diet isolate 6563-BHL032417-GBD14212_19945-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGCATTATG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAGCACTTCAGCTGTCTAGTGCTATTGTAGAAAATGGAGCTGAA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607370 Chironominae sp. water mite diet isolate 6565-BHL032417-GBD9456_27229-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACTTTATATTTTATTTTTGGAGCTCGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTGACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTGTATCTCCTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607371 Chironominae sp. water mite diet isolate 6566-BHL032417-GBD28089_16993-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GAAATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTCTTATATTAGGGGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGACTACTCCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607372 Chironominae sp. water mite diet isolate 6567-BHL032417-GBD18477_25661-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTAATGTAACATCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCAACAGATATAACATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCACATCATCTTTCTAGTGCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607373 Chironominae sp. water mite diet isolate 6572-BHL032417-GBD22882_24189-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

ATGTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATTAGATTCTGATTACTTCCCCCTTCTATAACGCTTCTTCATTCTAGTTCTATTGTAGAAAAGGGAGCAGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607374 Chironominae sp. water mite diet isolate 6574-BHL032417-GBD12798_27056-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGTCATC

CTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTAT

ACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTACTACCTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607375 Chironominae sp. water mite diet isolate 6575-BHL032417-GBD28316_19947-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACCGCTTATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCTTCGTTAACTCTATTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607376 Chironominae sp. water mite diet isolate 6577-BHL032417-GBD11374_15135-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTACCCCCTTCTTTAACTCTTTTTCTTTCTAGTACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607377 Chironominae sp. water mite diet isolate 6578-BHL032417-GBD22591_26124-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCCGGAATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAGCAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGGTTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAATTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607378 Chironominae sp. water mite diet isolate 6579-BHL032417-GBD24600_15412-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGAAAGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTTATTACTTCCCCCTTCTTCATCTCTACTTCTTTCTAGTACTATTGGAGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607379 Chironominae sp. water mite diet isolate 6580-BHL032417-GBD5299_18466-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTTAGTATTTTAATTCGAGCAGAACTTGG

ACACCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607380 Chironominae sp. water mite diet isolate 6581-BHL032417-GBD17888_18628-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTATCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATGCTGATTACTTCCCCCTTCTTGAACACGTAGTCTTTCTAGTTCTTTTGTAGAAAAGGGAGCGG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607381 Chironominae sp. water mite diet isolate 6582-BHL032417-GBD4962_14553-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTGCTTTTAGAATTCTAATTCGAATAGAATTATG

ACATCCTGGAACTTTTATTGGTAACGACCAAATTTATAATATTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAGATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607382 Chironominae sp. water mite diet isolate 6583-BHL032417-GBD23627_6344-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTTCTTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTACGTTATCTCATCATCAATCTAGTGCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607383 Chironominae sp. water mite diet isolate 6584-BHL032417-GBD15826_19081-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCGTTAAGAATTCTAATTCGATCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATATCCATTTTAATTGGAGAATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAAGAATATAAGATTCTGATTACTTCCCCCTTCTATATCTCGGCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607384 Chironominae sp. water mite diet isolate 6586-BHL032417-GBD23238_19798-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGCATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGTC

ATCCCGAATCTTTTATTGGTGACGAACAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCGTCTTTAACTCTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607385 Chironominae sp. water mite diet isolate 6587-BHL032417-GBD3224_19827-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTGTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCAGGAACTTTTATTGGTGAAGACCAACTTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTTGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAACAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607386 Chironominae sp. water mite diet isolate 6588-BHL032417-GBD26700_20572-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATC

CTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTAT

ACCCATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAAA

TAATATAAGATTCTGATTACTACCCCCTTCTTTATCTCTACTACTTTCTAGTACTATAGTAGGAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607387 Chironominae sp. water mite diet isolate 6589-BHL032417-GBD22535_24037-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGA

CATCCTGGATCTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATATTTTTTTTCATAG

TAATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCATTAACTCTACTTCTATCTAGTTCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607388 Chironominae sp. water mite diet isolate 6597-BHL032417-GBD15208_5833-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATCTTATTTTTGGAGCCTGATCAAGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAACTAG

GACATCCTGTAACTTTTATTGGTGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCATATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATAGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607389 Chironominae sp. water mite diet isolate 6600-BHL032417-GBD20305_16779-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGTTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAA

TAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607390 Chironominae sp. water mite diet isolate 6601-BHL032417-GBD25044_24343-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTAGAGTTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCATTATCCCTACTTCTATCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607391 Chironominae sp. water mite diet isolate 6604-BHL032417-GBD13858_6508-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTTTTTTTGGACCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATCTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCATCTTTATCTCTTCTTCTTTCTAGTACTATAGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607392 Chironominae sp. water mite diet isolate 6605-BHL032417-GBD23634_25895-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAGATTTATAATGTTATTGTCACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCGTCGTTAGCTCTGCTTCTTTCTAGTACTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607393 Chironominae sp. water mite diet isolate 6606-BHL032417-GBD16506_22439-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGGATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTGCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCCGATTACTTCCCCCTTCGTTAACTCTTCTTCTTTCTAGTACAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607394 Chironominae sp. water mite diet isolate 6608-BHL032417-GBD4025_16592-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGCAGAATTAGGACAT

CCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTCTTGTAACTGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTCCCTCGAATA

AATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTTTACTACTTTCGAGTGCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607395 Chironominae sp. water mite diet isolate 6610-BHL032417-GBD21689_22273-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAACTGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAACTTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTCATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTATTTCTAGTGCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607396 Chironominae sp. water mite diet isolate 6611-BHL032417-GBD5689_22953-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATGCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGTTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATATGGAAATTGATTAGTTCCTCTTATATTAGGAGCCCCCGATCTAGCATTTCCTCG

AATAAATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607397 Chironominae sp. water mite diet isolate 6612-BHL032417-GBD6661_6919-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGATTAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCGGAATTAG

GACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTACCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607398 Chironominae sp. water mite diet isolate 6615-BHL032417-GBD18536_28374-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTGAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAAAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATAGAGCATTTCCTCGAA

TAAATAATATAAGATGCTGATTACGTCCCCCTTCTTTATCTCTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607399 Chironominae sp. water mite diet isolate 6616-BHL032417-GBD8747_12975-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCCGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTCATTGGTGACGACCAAATTTATAATGTTGTTGTAACTCCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGACACTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTCTATCTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607400 Chironominae sp. water mite diet isolate 6619-BHL032417-GBD27267_9204-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACAGTGTGTTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAAGTAG

GACATCCCGGAACTTTTATTGGGGACGGCCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTGCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607401 Chironominae sp. water mite diet isolate 6621-BHL032417-GBD21868_13391-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGATGACGGCCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACTCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

CATAAATAACATAAGAGTCTGATTACTTCCCCCTTCTTTATCTCTGCCTCTTTCTAGTACTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607402 Chironominae sp. water mite diet isolate 6623-BHL032417-GBD3223_16335-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAACTTGATCAGGAATAGTTGGAATTTCTTTAAGCATTTTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGAGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCTGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607403 Chironominae sp. water mite diet isolate 6624-BHL032417-GBD22182_25568-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCATGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

CCTGGAACTTTTATTGGTGACGACCAAATTTATAATGCTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCACTAATATTAGGAGCACCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTCTGATTACTTCCCCCATCTTTAACTCTACTACTTTCTAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607404 Chironominae sp. water mite diet isolate 6628-BHL032417-GBD9558_6377-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGCATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTTTTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AAAAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCCCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607405 Chironominae sp. water mite diet isolate 6629-BHL032417-GBD26372_20942-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAATTTTATATTTTATTTTTGGAGTCTGATCCGGAATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607406 Chironominae sp. water mite diet isolate 6630-BHL032417-GBD8149_11053-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACGTTGTATGTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGACCAGCATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCACTTCTTCTTTCTAGTTCTAGTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607407 Chironominae sp. water mite diet isolate 6632-BHL032417-GBD17944_4662-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGTCCTTATTTATAATGGTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTTGAGGATTTGGAAATTGATTAGTTACTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAACATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGATAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607408 Chironominae sp. water mite diet isolate 6633-BHL032417-GBD23512_6211-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGG

ACATCCTGGAACTTTCATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTTCTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607409 Chironominae sp. water mite diet isolate 6634-BHL032417-GBD27581_20529-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGGACTTCTTTAAGAATTCTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCCCCAGATACAGCATTTCCTCG

AATAAACAATATAAGTTTCTGATTACTTCCCCCTTCTTTATCTCTTCTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607410 Chironominae sp. water mite diet isolate 6635-BHL032417-GBD10775_9860-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATTGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACCTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACATCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATCGGAGGATTTGGGTATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCTCCCTTCTTTATCTCTTCTTCTTTCTAGTCCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607411 Chironominae sp. water mite diet isolate 6636-BHL032417-GBD23918_10042-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGTC

ATACTGATTCTTTTATTGGTGACGAACAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATCATTTTTTTCATAGT

GATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCTTCATTAACTCTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607412 Chironominae sp. water mite diet isolate 6638-BHL032417-GBD11550_9107-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATCAG

GACATCCTGGAACTTTTATTAGTGACGACCAGATGTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTCTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGGTTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607413 Chironominae sp. water mite diet isolate 6639-BHL032417-GBD19753_18387-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGTAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCTATCAGAATTAGG

ACATCCTTGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAAA

GTTATACCCATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607414 Chironominae sp. water mite diet isolate 6641-BHL032417-GBD24667_16814-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGTC

ATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGAGCACCAGATATAACATTTCCTCGAAT

AAATAAAAAAAGATTCTGATTACTTCCCCCTTCATTAACTCTACTACTATCTAGCTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607415 Chironominae sp. water mite diet isolate 6642-BHL032417-GBD14228_26568-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGGGCGGAATTAG

GAAATCCTGGAACTTTTATGGGGGACGACAAAATTTATAATGTTATGGTAAAAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607416 Chironominae sp. water mite diet isolate 6643-BHL032417-GBD27463_22638-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACACCCTGGAACTTTTATAGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

ACTAAATAATATAAGATTCTGATTACTGCCCCCTTCTGTATCTCTTCTTCTATCTAGTTCTACTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607417 Chironominae sp. water mite diet isolate 6644-BHL032417-GBD8503_14525-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATTAG

GACATCCCGGAACTTTTATTGGTGACGACCAAATTTATAATGTTGTTGTAACAGCACATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTTGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTCTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607418 Chironominae sp. water mite diet isolate 6645-BHL032417-GBD11896_11127-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATACTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAG

GACATCCTGGAACTTTTATTGTTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607419 Chironominae sp. water mite diet isolate 6647-BHL032417-GBD13878_4314-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCATGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGGCGTCCTAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCCTTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCAAGTTCTATTGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607420 Chironominae sp. water mite diet isolate 6648-BHL032417-GBD6366_24251-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACCTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTATG

ACATCCTGGAACTTTTACTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTTCTATAATTTTTTTCATG

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTGCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607421 Chironominae sp. water mite diet isolate 6650-BHL032417-GBD14007_13006-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACACCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCCTTTCCTCG

CATAATTAATATCAGATTCTGATTACTTCCCCCTTCTTGAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607422 Chironominae sp. water mite diet isolate 6652-BHL032417-GBD19033_14613-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCATGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATACTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTGCCACTTTATAGTTCGATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607423 Chironominae sp. water mite diet isolate 6653-BHL032417-GBD13082_28980-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATACTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTAATAG

TTATACCCATTTTAATTTGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTACTTCTTTCTAGTGCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607424 Chironominae sp. water mite diet isolate 6654-BHL032417-GBD18145_5869-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAG

GATATCCTGTAACTTTTATTGGAGACGACCAAATTTATAATGCAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

CCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607425 Chironominae sp. water mite diet isolate 6656-BHL032417-GBD16412_6865-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAATTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAATAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTCATTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTAGATCGCGTCTTCTTTCTAGTTCTATTGTAGAAAACGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607426 Chironominae sp. water mite diet isolate 6658-BHL032417-GBD28699_17119-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTAG

GACATCCTGGTACTTTTATCGGTGACTACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAAGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTACTATCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607427 Chironominae sp. water mite diet isolate 6936-BHL032417-GBD23959_14072-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGCAATTGTTACTGCTCATGCCTTTATTATAATTTTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGA

ATAAATAATATAAGAATGTGATTATTAACAACATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607428 Chironominae sp. water mite diet isolate 7020-BHL032417-GBD5704_19656-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTTCCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCCCCATCTCTTACTTTATTTCTTTCAAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607429 Chironominae sp. water mite diet isolate 7038-BHL032417-GBD13230_24993-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTTATTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACTGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATGACCCCCATCTCTTACATTATTTAAATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607430 Chironominae sp. water mite diet isolate 7094-BHL032417-GBD9285_19212-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACGA

CCAGGAACTTTTATTGGAGACGACCAAATTTTTAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGTTA

TACCATTTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTATGAGCCCATGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTAGCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607431 Chironominae sp. water mite diet isolate 7126-BHL032417-GBD27698_10639-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCGGAATTAGGTCA

TCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCTCTAATATTAGGAGCCCCTGATATGGCTTTTCCTCGAATA

AATAATATAAGATTTTGATTATTACCCCCATCTCTAACTTTACTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607432 Chironominae sp. water mite diet isolate 7127-BHL032417-GBD9991_19082-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGAAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGAAGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGGAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607433 Chironominae sp. water mite diet isolate 7148-BHL032417-GBD19293_12106-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGACA

TCCTGGAACATTTATTGGTGATGAACAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGATACTGGTTAGTACCACTAATATTAGGAGCACATGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607434 Chironominae sp. water mite diet isolate 7185-BHL032417-GBD10223_10560-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTAAAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTTCCACTAATATTAGGAGCCCCTGAAAAGGCCTTTCCACGAAA

AAATAATATAAAATTTTGATTATTACCACCATCTATTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607435 Chironominae sp. water mite diet isolate 7200-BHL032417-GBD12332_22715-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGTACCTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCACTAATATTAGGAGCCCCAGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCACTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607436 Chironominae sp. water mite diet isolate 7226-BHL032417-GBD16846_27338-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGCTATAGTAGGAACTTCTTTAAGAATATTAATCCCAACGGAATTAGGTCA

TCCTGGATCATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCCAACTTTACTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607437 Chironominae sp. water mite diet isolate 7235-BHL032417-GBD29461_15325-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACTGAATTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCTCTAATATTAGGAGCCCCTGATATGGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTATTACCCCCATCTCTAACTCTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607438 Chironominae sp. water mite diet isolate 7237-BHL032417-GBD11812_22747-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTTTTAGTATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607439 Chironominae sp. water mite diet isolate 7241-BHL032417-GBD28946_18131-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGATCATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCTCTAATACTAGGAGCCCCTGATATAGCATTTCCACGAATA

AATAATATAAGATTTTGATTAATACCACCATCACTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607440 Chironominae sp. water mite diet isolate 7252-BHL032417-GBD12018_24515-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTGGAATTAGGTCA

TCCTGGCACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCACTTGCTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607441 Chironominae sp. water mite diet isolate 7255-BHL032417-GBD13889_9797-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTTCACGAATA

AATAATATAAGATTTTGACTACTACCACCATCTCTAACTTTATTACCTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607442 Chironominae sp. water mite diet isolate 7282-BHL032417-GBD12812_26819-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTATGAACTTCTTTAAGAATATTAATTCGAACTGAATTATGTCAT

CCTGGATCATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTATTAACACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607443 Chironominae sp. water mite diet isolate 7306-BHL032417-GBD21616_2922-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCAT

CCTGGAATATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCAATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCCCCATCTCTTACTTTATTACTTTCAAGAATACTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607444 Chironominae sp. water mite diet isolate 7337-BHL032417-GBD26787_19109-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTACCACTAATATTGGGAGCCCCTGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607445 Chironominae sp. water mite diet isolate 7342-BHL032417-GBD12466_9469-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTTAGAATTTTAATTCGTACGGAATTAGGTCAT

CCTGGTACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACATTATTACTATCAAGAAGAACAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607446 Chironominae sp. water mite diet isolate 7346-BHL032417-GBD29306_17183-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGTAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTTGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCGCTGACGGGAGGACGGGCAAGAAGAAGAGGAGAAAAGGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607447 Chironominae sp. water mite diet isolate 7359-BHL032417-GBD23285_17215-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTTATTTTTGGAGCTTGATCAGGTATGGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTCA

TCCTGGGACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCTCTAATATTGGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTAGCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607448 Chironominae sp. water mite diet isolate 7360-BHL032417-GBD2945_12027-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAAAGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTCATACCCATTTTAATTGGAGCATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607449 Chironominae sp. water mite diet isolate 7362-BHL032417-GBD25295_6114-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAATGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCTCCTGATATGGCCTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCACTTACCTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607450 Chironominae sp. water mite diet isolate 7367-BHL032417-GBD26139_21706-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATGTTTATTCGAACGAAATTAGGTCA

TCCAGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTAATAGTA

ATACCTATTTTAATTGGAGGTTTTGGAAATTGGTTATTCCCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGACTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607451 Chironominae sp. water mite diet isolate 7374-BHL032417-GBD7308_13946-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATTAGGACATCC

TGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTACTCATGCTTTTATTATAATTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGGATAAAT

AATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607452 Chironominae sp. water mite diet isolate 7378-BHL032417-GBD25057_6704-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTATTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAATGGAATTAGGTCA

TCCAGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCTCTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607453 Chironominae sp. water mite diet isolate 7379-BHL032417-GBD21382_14900-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGGTCAGGTATAGTAGGTACTTCTTTAAGAATGTTAATTCGAGCGGAATTAGGACA

TCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATTCCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCATGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607454 Chironominae sp. water mite diet isolate 7388-BHL032417-GBD16668_16155-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGATGATGACCAAATTTACAATGTAATTGTAACTGCTCATGCTTTTATTATAATTCTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607455 Chironominae sp. water mite diet isolate 7395-BHL032417-GBD12031_17625-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATGTTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATAGCATTTCCACGAATA

AATAATATAAGATTTTGATTACTACCACCATCTCTAACTTTATTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607456 Chironominae sp. water mite diet isolate 7398-BHL032417-GBD7757_18495-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAACGGAATTAGGTCATC

CTGGCTCATTAATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCACTAACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607457 Chironominae sp. water mite diet isolate 7429-BHL032417-GBD27683_8640-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATCCGACTGGAATTAGGACATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTATTACTGCACATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCTCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAA

TAATATAAGATTTTGATTATTACCACCATCTCTAACCTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607458 Chironominae sp. water mite diet isolate 7445-BHL032417-GBD4970_10270-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAATTATATTTTATTTTTTGGAGCTTGATCAGGTAGAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTATGTT

ATCCTGTAACATTTATTGGATATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGTTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607459 Chironominae sp. water mite diet isolate 7467-BHL032417-GBD29508_16396-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGTGCTTGATCAGGTATAATAGGAACTTCTTTAAGAATATTAATCCGAACTGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGACTACTACCACCCTCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607460 Chironominae sp. water mite diet isolate 7471-BHL032417-GBD20680_25495-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAACGGAATTAGGTCA

TCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTCTAATATTAGGAGCACCAGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTACTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607461 Chironominae sp. water mite diet isolate 7502-BHL032417-GBD5452_21570-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATGTTAATCCGAACGGAATTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGACATGGCTTTTCCACGAAT

GAATAATATAAGATTTTGATTATTACCCCCCTCTCTTACTTTATTTCTTTCAAGAAGAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607462 Chironominae sp. water mite diet isolate 7513-BHL032417-GBD23410_23346-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTTCCTCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCCCCATCACTTACTTTATTATTATCAAGAAGACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607463 Chironominae sp. water mite diet isolate 7584-BHL040517-GBD2266_13967-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCTGGTATGGTAGGTACTTCTTTAAGTATGCTAATTCGAACAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR287664, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607464 Chironominae sp. water mite diet isolate 7586-BHL040517-GBD16256_8581-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTACACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607465 Chironominae sp. water mite diet isolate 7656-BHL040517-GBD23706_9295-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCTGGTACTT

TTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTT

AATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAATATAA

GTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607466 Chironominae sp. water mite diet isolate 7661-BHL040517-GBD10271_24044-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTCATAG

TTATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607467 Chironominae sp. water mite diet isolate 7663-BHL040517-GBD5175_20851-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAGATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAG

TTATGCCAATTTTAATTAGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607468 Chironominae sp. water mite diet isolate 7678-BHL040517-GBD19279_23769-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCCGG

GACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTATGCCA

ATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTCTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAAT

ATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607469 Chironominae sp. water mite diet isolate 7728-BHL040517-GBD8635_14304-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCTTACGCTTTTATTATAATTTTTTTCATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTATTATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607470 Chironominae sp. water mite diet isolate 7750-BHL040517-GBD21235_23762-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAAATTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTCATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID MG449442, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607471 Chironominae sp. water mite diet isolate 7774-BHL040517-GBD4580_10239-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAGATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAG

TTATGCCAATTTTAATTAGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607472 Chironominae sp. water mite diet isolate 7792-BHL040517-GBD15153_16033-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCAAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATTCGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCTAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607473 Chironominae sp. water mite diet isolate 7862-BHL040517-GBD12709_12348-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGGTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCGTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607474 Chironominae sp. water mite diet isolate 7938-BHL040517-GBD22940_5073-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGTATGCTACTTCGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAGATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAG

TTATGCCAATTTTAATTAGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607475 Chironominae sp. water mite diet isolate 8031-BHL040517-GBD8406_9011-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAACAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGTATACGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCCATAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATA

AATAATATAAGTTTCTGACTTTTACCCCCCTCTCTCAGTCTTCTTCTTTCTAGTACATTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID MG448641, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607476 Chironominae sp. water mite diet isolate 8053-BHL040517-GBD19516_22215-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAAAATTAGGACG

ACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607477 Chironominae sp. water mite diet isolate 8121-BHL040517-GBD16523_7465-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTTCTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGATTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCTTCATTAACACTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607478 Chironominae sp. water mite diet isolate 8212-BHL040517-GBD17491_19263-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCGCCTTCATTAACTCTTTTACTTTCAAATTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607479 Chironominae sp. water mite diet isolate 8240-BHL040517-GBD16149_14567-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCTAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGA-

TTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTGCCCCCTCTT

TAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607480 Chironominae sp. water mite diet isolate 8269-BHL040517-GBD18362_7444-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGTTCTGGTATAGTAGGCACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTATTTGTTACAGCACACGCTTTTATTATAATTTTTTTTATACTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGGCCCAGATATGGATTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607481 Chironominae sp. water mite diet isolate 8370-BHL040517-GBD7512_19258-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGGATACTAATTCGTGCTGAATTAGGTC

ACCCAGGAACATTAATTGGTGACGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAG

TTATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID MG449215, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607482 Chironominae sp. water mite diet isolate 8420-BHL101416-GBD19963_2986-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCAC

CCAGGAACTTTAATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607483 Chironominae sp. water mite diet isolate 8445-BHL101416-GBD5228_13850-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTTGTAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607484 Chironominae sp. water mite diet isolate 8464-BHL101416-GBD11798_11015-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGCTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AACAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607485 Chironominae sp. water mite diet isolate 8481-BHL101416-GBD11762_10971-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGTATATTAATTCGAGCTGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGATTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607486 Chironominae sp. water mite diet isolate 8517-BHL101416-GBD27283_9150-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR287664, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607487 Chironominae sp. water mite diet isolate 8526-BHL101416-GBD20161_4427-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACGTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTGTTCGAGCAGAATTAGGAC

GACCCGGAACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTAATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTCTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607488 Chironominae sp. water mite diet isolate 8531-BHL101416-GBD19794_16197-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACAAAGAGG

GACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGTTATGCCA

ATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCTAGATATGGCTTTCCCTCGAATAAATAAT

ATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607489 Chironominae sp. water mite diet isolate 8543-BHL101416-GBD3666_15391-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATTTTTTATTTTTGGAGCTTGATCTGGTATAGCAGGTACTTCTTTAAGTATGCAAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607490 Chironominae sp. water mite diet isolate 8568-BHL101416-GBD21718_23956-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTATGTACTTCTTTTTGTATGCTAATTCGAGCAGATCTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAACAATATAAGTTTTTGATTACTTCCTCCATTTCTATCTCTGCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR287664, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607491 Chironominae sp. water mite diet isolate 8587-BHL101416-GBD27294_15109-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACAAAGAGG

AACCCTTAGTGGAGATGACCAATTTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTAATAGTTAGGCC

AATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAA

TATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607492 Chironominae sp. water mite diet isolate 8596-BHL101416-GBD19995_9213-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCA

TCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCACTAATATTAGGAGCCCCTGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGACTATTACCACCATCTCTAACTTTACTACTTTCAAGAACAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607493 Chironominae sp. water mite diet isolate 8608-BHL101416-GBD10195_9754-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAATTTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCGAATA

AATAATATAAGATTTTGACTTTTACCCCCTTCCTTAACATTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607494 Chironominae sp. water mite diet isolate 8645-BHL101416-GBD16049_3362-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCTGATCTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATACTTGGAGCACCAGATATAGCTTTCCCACGATTT

AACAATTTAAGATACTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607495 Chironominae sp. water mite diet isolate 8713-BHL101416-GBD5074_15077-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTTTAAGTATGCTAATTTGAGCAGATCTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTTTTATAATTTTTTTAATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAACTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTACTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607496 Chironominae sp. water mite diet isolate 8723-BHL101416-GBD16757_22650-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTCGGAACTTGACTTGTCCCTTTAATATTAGGATCTCCAGATATGGCCTTCCCTCGAATAA

ATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607497 Chironominae sp. water mite diet isolate 8766-BHL101416-GBD27666_8317-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTACTTCGAGCAGATCTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTCGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607498 Chironominae sp. water mite diet isolate 8769-BHL101416-GBD11033_20746-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGTATGTTAATTAGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCAGAGCACAGGCTTTTATTATAATTTTTTTTATAG

TTATGCCAATTTTAATTGAAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCACAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607499 Chironominae sp. water mite diet isolate 8772-BHL101416-GBD14677_12282-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGATCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCGGATCTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAACACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGATTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607500 Chironominae sp. water mite diet isolate 8824-BHL101416-GBD12162_16119-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTAATTCGAGCAGAACTTTGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCTGATATAGCATTTCCTCGAATAA

ATAATATAAGTTTTTGACTTTTATCCCCTTCTATATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607501 Chironominae sp. water mite diet isolate 8826-BHL101416-GBD9612_6705-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTAATCGAGCAGAATTAGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607502 Chironominae sp. water mite diet isolate 8926-BHL032417-GBD26911_7982-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACACCCT

GGAACATTTACTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTATGC

CAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGTTCTCCCTCGAATAAATA

ATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607503 Chironominae sp. water mite diet isolate 8929-BHL032417-GBD13273_4465-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGGGCGCCAGATATAGCTTTTCCTCGGATAA

ATAATATAAGTTTTTGATTACTCCCCCCTTCTCTTACTCTTCTTCTTCCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607504 Chironominae sp. water mite diet isolate 8938-BHL032417-GBD21073_24845-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGATGA

CCTGGTACGTTTCTTGGAGAGGACCAAATTTACAATTTAGTTGTCACAGCACACACTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGATGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTCACTTTCAAGTTCTATTGTAGAAAATAGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607505 Chironominae sp. water mite diet isolate 8949-BHL032417-GBD24544_13758-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTTCTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCATTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCGTCATTAACTTTATTACTATCAAGTTCTCTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607506 Chironominae sp. water mite diet isolate 8991-BHL032417-GBD28175_15351-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTATGATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTAACTCTACTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR287664, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607507 Chironominae sp. water mite diet isolate 9040-BHL032417-GBD24455_24683-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGAATGCTAATTCGAGCAGAACTCGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTGTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACTCTTTTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607508 Chironominae sp. water mite diet isolate 9042-BHL032417-GBD27947_15583-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCTCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACCCTTTTACTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607509 Chironominae sp. water mite diet isolate 9045-BHL032417-GBD19007_3028-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAATAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAGCTTGGACG

ACCTGGTACTTTTATTAGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTCCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGACCAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607510 Chironominae sp. water mite diet isolate 9058-BHL032417-GBD20412_25571-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607511 Chironominae sp. water mite diet isolate 9062-BHL032417-GBD3204_18764-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTAGA

CCTGGAACTTTTATTGGTGACGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTTGAGGTTTTGGAAATTTACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449215, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607512 Chironominae sp. water mite diet isolate 9081-BHL032417-GBD15328_26152-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTACATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATGGTTA

TGCCAATTTTAATTGGAGGTTTTGAAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

AGAATATAAGTTTTTGACTACTCCCCCCTTCATTAACTCTGTGACGTTCAAGTTCTATTGTAGAAAAGGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607513 Chironominae sp. water mite diet isolate 9087-BHL032417-GBD3279_18006-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTACTGGATATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTATTTGGAGGGTTTGGAAATTGACTAGTTCCTTTAATATTGGTGGCCCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTTTACCTCCTTCTTTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607514 Chironominae sp. water mite diet isolate 9107-BHL032417-GBD9805_20329-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGAATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTATTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607515 Chironominae sp. water mite diet isolate 9115-BHL032417-GBD26374_15044-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGCCGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCATCAGTAACTCTATTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607516 Chironominae sp. water mite diet isolate 9123-BHL032417-GBD5746_10473-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTATGTTTGCTAATTCGAGCAGAACTTGGACGA

CTTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGGCTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTCCCCCCTTCTCCTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGGACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607517 Chironominae sp. water mite diet isolate 9127-BHL032417-GBD16419_23824-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGTTAATTCGAGCAGAACTTGGTCGA

CGTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCTAGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607518 Chironominae sp. water mite diet isolate 9130-BHL032417-GBD29229_16372-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTACAGTAACGCGGGGACGGGCAAGGGCGAGGGGAGAAAAGGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607519 Chironominae sp. water mite diet isolate 9133-BHL032417-GBD23009_12501-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACAA

CCTGGTTCTTTTATTGGAGATGATCAAATTTACAATGTAATTGTTACCGCACACGCTTTTGTTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCATTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCGTCATTAACTCTATTACTATCAAGTTCTCTTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607520 Chironominae sp. water mite diet isolate 9161-BHL032417-GBD27739_16535-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTCGGACGA

GCTGGTTCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTATTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607521 Chironominae sp. water mite diet isolate 9187-BHL032417-GBD27366_12300-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCTATTTTAATTGGAGGTTTTGGAAATTGACTTTTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607522 Chironominae sp. water mite diet isolate 9200-BHL032417-GBD17424_29044-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTAA

TACCAATTTTAATTGGAGGGTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCATTCCCTCGAATAA

ATAATATAAGTTTTTGAATACTTCCCCCTTCATTAACTCTATTACTATCAAGCTCTCTTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607523 Chironominae sp. water mite diet isolate 9254-BHL032417-GBD22188_24713-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACA

ACCTGTTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTG

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCACCAGATACGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607524 Chironominae sp. water mite diet isolate 9288-BHL032417-GBD23483_6276-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTCTAATTCGAGCAGAACTTGGTCTC

CCTGGTACTTTTATTGGAGAAGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGAATTATTCCTTTAATGTTAGGAGCCCCAGATATGGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCTTCATTAACTCTATTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607525 Chironominae sp. water mite diet isolate 9291-BHL032417-GBD9684_22065-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACAA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCTCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTGCCCCCTTCATTAACTCTATTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607526 Chironominae sp. water mite diet isolate 9297-BHL032417-GBD11203_21780-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCGTTAAGTATGCTAATTCGAGCAGAACTAGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCATCATTAACCCTTTTACTATCAAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607527 Chironominae sp. water mite diet isolate 9301-BHL032417-GBD7165_18399-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGCACTTCTTTAAGTTTTCTAATTCGAGTAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCTTCATTAACCCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607528 Chironominae sp. water mite diet isolate 9302-BHL032417-GBD15004_10059-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCACGAATAA

ATAACATAAGTTTTTGACTTCTTCCCCCATCATTAACCCTTTTACTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607529 Chironominae sp. water mite diet isolate 9304-BHL032417-GBD16914_17074-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAACATAAGATTTTGATTACTACCCCCTTCATTAACACTATTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607530 Chironominae sp. water mite diet isolate 9322-BHL032417-GBD13295_22134-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTCCTTCTTTAAGTATTCTAATTCGACCAGAACTTGGACAA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCGTCATTAACTCTATTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607531 Chironominae sp. water mite diet isolate 9323-BHL032417-GBD28971_15205-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGAACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCATCATTAACTCTTTTACTATCAAGAACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607532 Chironominae sp. water mite diet isolate 9341-BHL032417-GBD18952_24564-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTTATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTACCCCCTTCATTAACTCTTCTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607533 Chironominae sp. water mite diet isolate 9348-BHL032417-GBD10497_23687-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTTATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTCTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCATCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607534 Chironominae sp. water mite diet isolate 9359-BHL032417-GBD5205_7911-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATACCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCACGAATA

AATAATATAAGATTTTGACTACTACCACCATCATTAACTCTTTTACTTTCAAGTACTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607535 Chironominae sp. water mite diet isolate 9365-BHL032417-GBD17325_24211-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGAACTTCTTTAAGTATTCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTGTTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTTCCTCGAATAA

ATAATATAAGATTCTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607536 Chironominae sp. water mite diet isolate 9366-BHL032417-GBD8755_11835-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTCATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATATTAGGAGCACCAGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607537 Chironominae sp. water mite diet isolate 9373-BHL032417-GBD7720_10249-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCTGAACTAGGACGAC

CTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTAT

GCCTATTTTAATTGGAGGATTTGGAAATTGATTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAAA

TAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607538 Chironominae sp. water mite diet isolate 9374-BHL032417-GBD27375_17539-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTGGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACAT

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCTATTTTAATTGGAGGTTTTGGAAACTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607539 Chironominae sp. water mite diet isolate 9376-BHL032417-GBD16618_18355-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACCTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTTTACCCCCCTCTTTAACTCTTCTACTATCTAGTTCTTTTACAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607540 Chironominae sp. water mite diet isolate 9406-BHL032417-GBD24303_17764-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACA

TCCTGGTACTTTTATAGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTA

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTACCACCTTCATTAACACTATTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607541 Chironominae sp. water mite diet isolate 9407-BHL032417-GBD21154_24171-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGA

ACTGGTTCTTTTATGGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGGTTTGGAAATTGATTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCGTCATTAACTCTACTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607542 Chironominae sp. water mite diet isolate 9408-BHL032417-GBD3218_20831-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTTTGCTAATTCGAGCAGAATTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATACCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTTACTCTATTACTTTCAAGATCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607543 Chironominae sp. water mite diet isolate 9419-BHL032417-GBD21879_3511-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGTCGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACCGCACACGCTTTTTTTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCATTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACTCTTTTACTATTAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607544 Chironominae sp. water mite diet isolate 9454-BHL032417-GBD13672_27961-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTCTAATTCGAGCAGAACTTGGACAA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACCGCACACGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGATTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCATTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTTTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607545 Chironominae sp. water mite diet isolate 9455-BHL032417-GBD19895_18439-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACCTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACAC

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCACTAACTCTATTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607546 Chironominae sp. water mite diet isolate 9460-BHL032417-GBD10695_17008-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACCCTTTTACTATCAAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607547 Chironominae sp. water mite diet isolate 9476-BHL032417-GBD7702_3997-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTTATTCGAGCCGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTAATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607548 Chironominae sp. water mite diet isolate 9480-BHL032417-GBD7914_19003-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGCACTTCTTTAAGTTTGCTAATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTGTTCCTTTAATATTAGGTGCCCCAGATATGGCTTTCCCGCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACCCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607549 Chironominae sp. water mite diet isolate 9489-BHL032417-GBD15440_18310-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACTA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTAA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATACCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCACGAATAA

ATAATATAAGATTTTGACTACTTCCCCCTTCATTAACTCTATTACTTTCAAGTAGTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607550 Chironominae sp. water mite diet isolate 9496-BHL032417-GBD20336_17095-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTATGTTTGCTAATTCGAGCAGAACTTGGACGA

AGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATACGGCTGTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCAGTAACTCATTCACTTTCAAGTACTATAGTAGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607551 Chironominae sp. water mite diet isolate 9498-BHL032417-GBD25435_10792-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATAAGGGTTTCCCTCGAATA

AAAAATATAAATTTTTGGCCTCCTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607552 Chironominae sp. water mite diet isolate 9516-BHL032417-GBD27078_23041-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGT

CCTGGTTCTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTATTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607553 Chironominae sp. water mite diet isolate 9527-BHL032417-GBD23399_22799-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAGTGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGGTTAATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACCTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607554 Chironominae sp. water mite diet isolate 9757-BHL040517-GBD26085_15238-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTAGAGGATTCGGAAATTGACTAGTCCCATTGATGATTAGAGCTCCAGATATAGCATTTCCACGAATA

AACAATATAAGATTTTGACTTTTACCCCCCTCTTTAACTCTTCTACTATCTAGTTCTTTCACAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607555 Chironominae sp. water mite diet isolate 9758-BHL040517-GBD20632_17230-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTGCTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATA

AATAATATAAGTTTTTGAATACTACCTCTTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607556 Chironominae sp. water mite diet isolate 9786-BHL040517-GBD23770_22293-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTTTAATTCGAGTAGAACTTGGACGA

CCTGGTTCTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCACCAGATATGGCTTTCCCGCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTAGTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607557 Chironominae sp. water mite diet isolate 9804-BHL040517-GBD25564_15277-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGA

GCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTTACCGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCTGATATGGCATTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607558 Chironominae sp. water mite diet isolate 9806-BHL040517-GBD10721_12803-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATATTAGGTACTTCTTTAAGTATGTTAATTCGAGCGGAACTTGGACAA

CCTGGTACTTTCATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTATTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607559 Chironominae sp. water mite diet isolate 9814-BHL040517-GBD3061_20357-1Lq57 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGTAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGTGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCGTTAAC---

CTTACTTTTATCAAAATCAATAGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607560 Chironominae sp. water mite diet isolate 9925-BHL040517-GBD10390_3502-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCCGG

GACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTTATACCA

ATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAGT

ATAAGCTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607561 Chironominae sp. water mite diet isolate 9948-BHL040517-GBD22379_14463-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGCT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAGAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607562 Chironominae sp. water mite diet isolate 9961-BHL040517-GBD6196_15085-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACAT

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607563 Chironominae sp. water mite diet isolate 9973-BHL040517-GBD25504_20091-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTCAAGTATACTAATTCGAGCTGAATTAGGACGACCCGG

GACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTATGCCA

ATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAAT

ATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607564 Chironominae sp. water mite diet isolate 9983-BHL040517-GBD4605_8779-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTAGGAGGTCC

TGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTATTATAATTTTCTTTATAGTTATA

CCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607565 Chironominae sp. water mite diet isolate 9988-BHL040517-GBD11467_2617-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACAT

CATGGAACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTCTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCCTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATGATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID MG449442, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607566 Chironominae sp. water mite diet isolate 9996-BHL040517-GBD22838_6952-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATACGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607567 Chironominae sp. water mite diet isolate 10015-BHL040517-GBD7547_22576-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCTGACATAGCTTTTCCTCGAATAA

ATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607568 Chironominae sp. water mite diet isolate 10025-BHL040517-GBD15123_16072-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACAT

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ACAATATAAGCTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607569 Chironominae sp. water mite diet isolate 10056-BHL040517-GBD17908_4223-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCCTG

G-

ACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACCTA

TTCTAATTGGAGGATTCGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAATA

TAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607570 Chironominae sp. water mite diet isolate 10073-BHL040517-GBD21675_12755-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATACGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAACTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607571 Chironominae sp. water mite diet isolate 10083-BHL040517-GBD6704_20712-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATACGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGGAATTGACTTATCCCTTTAATGTTAGGAGCCCCAGATATGGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607572 Chironominae sp. water mite diet isolate 10129-BHL040517-GBD15265_28499-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACATC

CTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTTAT

GCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAA

TAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607573 Chironominae sp. water mite diet isolate 10133-BHL040517-GBD12750_28654-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGAAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACCCA

GGCTCATTAATCGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTTATAC

CAATTTTAATTGGAGGATGTGGTAATTGACTATTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTACTCGAATAAAT

AATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607574 Chironominae sp. water mite diet isolate 10174-BHL040517-GBD22243_22020-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATACGAGCAGAACTTGGACGAC

CTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTAT

ACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAACACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607575 Chironominae sp. water mite diet isolate 10177-BHL040517-GBD18093_12138-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACCCA

GGCTCATTAAACGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTTATA

CCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATCAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607576 Chironominae sp. water mite diet isolate 10199-BHL040517-GBD24284_8757-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATACGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCTCCAGATATGGTCTTTCCTCGAATA

AATAATATGAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607577 Chironominae sp. water mite diet isolate 10318-BHL040517-GBD16564_4314-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTACTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACAT

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCTCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607578 Chironominae sp. water mite diet isolate 10332-BHL040517-GBD5742_10750-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGACGACCC

GGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTCATTATAATTTTTTTTATAGTTATAC

TAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607579 Chironominae sp. water mite diet isolate 10338-BHL040517-GBD13393_15830-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACCTCTTTAAGTATGCTAATACGGGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGCCACAGCACACGCTTTTATTATAATTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGATTTGGGAACTGA-

TTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCACGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTC

TAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607580 Chironominae sp. water mite diet isolate 10352-BHL040517-GBD8228_6733-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATACGAGCAAAACTTGGACGAC

CTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATCGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTAT

GCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGACTTAA

CAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607581 Chironominae sp. water mite diet isolate 10355-BHL040517-GBD8631_24549-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATACGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607582 Chironominae sp. water mite diet isolate 10397-BHL040517-GBD18190_6123-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGTATGCTAATACGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG449442, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607583 Chironominae sp. water mite diet isolate 10420-BHL040517-GBD17686_14688-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATACGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607584 Chironominae sp. water mite diet isolate 10439-BHL040517-GBD4409_14014-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTTGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607585 Chironominae sp. water mite diet isolate 10444-BHL040517-GBD28194_19580-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATCTTAATTGGAGGATTTGGGAACTGA-

TTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAACAATATAAGATTTTGACTTCTTCCCCCCTCTT

TAACTCTTTTACTGTCAAGTAGAACAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607586 Chironominae sp. water mite diet isolate 10460-BHL040517-GBD10261_13166-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACGA

CCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAAAATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607587 Chironominae sp. water mite diet isolate 10498-BHL040517-GBD14487_21487-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATACGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAGTGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607588 Chironominae sp. water mite diet isolate 10597-BHL040517-GBD18399_25458-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTGGAGCTTGATCGGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATCAGGACG

ACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607589 Chironominae sp. water mite diet isolate 10709-BHL101516-GBD13036_13386-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGCACTTCCTTAAGTATACTTATTCGAGCAGAGTTAGGACG

GCCAGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR751654, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607590 Chironominae sp. water mite diet isolate 10764-BHL101516-GBD26306_22653-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGCACTTCCTTAAGTATACTTATTCGAGCAGAGTTAGGACG

GCCAGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTGCTGTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR751654, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607591 Chironominae sp. water mite diet isolate 10805-BHL101516-GBD16976_25767-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGCACTTCCTTAAGTATACTTATTCGAGCAAAGTTAGGACG

GCCAGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR751654, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607592 Chironominae sp. water mite diet isolate 10900-BHL101516-GBD14453_28061-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCAGAGTTAGGACA

TCCAGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTTACCGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATACCGATTTTAATTGGAGGTTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCCCCTGATATAGCCTTCCCGCGAAT

AAATAATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTACAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR751654, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607593 Chironominae sp. water mite diet isolate 11260-BHL110116-GBD25951_11872-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCCTTAAGTATATTAATTCGTGCAGAATTAGGACAT

CCAGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTGATTGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTCGAATAA

ATAAAATAAGATTCTGGTTACTTCCCCCGTCTATTTCTTTGCTTCTATCAAGAACAATAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR765681, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607594 Chironominae sp. water mite diet isolate 11338-BHL110116-GBD11935_15808-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTCTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607595 Chironominae sp. water mite diet isolate 11353-BHL110116-GBD4493_14880-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGAACTTCTTTAAGTATATTTATTCGTGCTGAATTAGGACAT

CCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTATAGTAA

TGCCTATTTTGATTGGAGGCTTTGGAAATTGGCTATTACCACTAATACTTGGAGCCCCTGATATGGCCTTTCCTCGAATAA

ATAACATAAGATTCTGGTTACTACCTCCGTCTATTACTTTGCTTCTGTCTAGAACAATAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR765681, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607596 Chironominae sp. water mite diet isolate 12059-BHL040517-GBD19963_2986-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCAC

CCAGGAACTTTAATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607597 Chironominae sp. water mite diet isolate 12084-BHL040517-GBD5228_13850-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTTGTAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607598 Chironominae sp. water mite diet isolate 12103-BHL040517-GBD11798_11015-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGCTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AACAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607599 Chironominae sp. water mite diet isolate 12120-BHL040517-GBD11762_10971-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGTATATTAATTCGAGCTGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGATTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607600 Chironominae sp. water mite diet isolate 12156-BHL040517-GBD27283_9150-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR287664, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607601 Chironominae sp. water mite diet isolate 12165-BHL040517-GBD20161_4427-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACGTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTGTTCGAGCAGAATTAGGAC

GACCCGGAACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTAATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTCTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607602 Chironominae sp. water mite diet isolate 12170-BHL040517-GBD19794_16197-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACAAAGAGG

GACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGTTATGCCA

ATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCTAGATATGGCTTTCCCTCGAATAAATAAT

ATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607603 Chironominae sp. water mite diet isolate 12182-BHL040517-GBD3666_15391-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATTTTTTATTTTTGGAGCTTGATCTGGTATAGCAGGTACTTCTTTAAGTATGCAAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607604 Chironominae sp. water mite diet isolate 12207-BHL040517-GBD21718_23956-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTATGTACTTCTTTTTGTATGCTAATTCGAGCAGATCTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAACAATATAAGTTTTTGATTACTTCCTCCATTTCTATCTCTGCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR287664, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607605 Chironominae sp. water mite diet isolate 12226-BHL040517-GBD27294_15109-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACAAAGAGG

AACCCTTAGTGGAGATGACCAATTTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTAATAGTTAGGCC

AATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAA

TATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607606 Chironominae sp. water mite diet isolate 12235-BHL040517-GBD19995_9213-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCA

TCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCACTAATATTAGGAGCCCCTGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGACTATTACCACCATCTCTAACTTTACTACTTTCAAGAACAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607607 Chironominae sp. water mite diet isolate 12247-BHL040517-GBD10195_9754-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAATTTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCGAATA

AATAATATAAGATTTTGACTTTTACCCCCTTCCTTAACATTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607608 Chironominae sp. water mite diet isolate 12284-BHL040517-GBD16049_3362-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCTGATCTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATACTTGGAGCACCAGATATAGCTTTCCCACGATTT

AACAATTTAAGATACTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607609 Chironominae sp. water mite diet isolate 12352-BHL040517-GBD5074_15077-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTTTAAGTATGCTAATTTGAGCAGATCTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTTTTATAATTTTTTTAATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAACTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTACTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607610 Chironominae sp. water mite diet isolate 12362-BHL040517-GBD16757_22650-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTCGGAACTTGACTTGTCCCTTTAATATTAGGATCTCCAGATATGGCCTTCCCTCGAATAA

ATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607611 Chironominae sp. water mite diet isolate 12405-BHL040517-GBD27666_8317-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTACTTCGAGCAGATCTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTCGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607612 Chironominae sp. water mite diet isolate 12408-BHL040517-GBD11033_20746-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGTATGTTAATTAGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCAGAGCACAGGCTTTTATTATAATTTTTTTTATAG

TTATGCCAATTTTAATTGAAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCACAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607613 Chironominae sp. water mite diet isolate 12411-BHL040517-GBD14677_12282-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGATCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCGGATCTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAACACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGATTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607614 Chironominae sp. water mite diet isolate 12463-BHL040517-GBD12162_16119-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTAATTCGAGCAGAACTTTGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCTGATATAGCATTTCCTCGAATAA

ATAATATAAGTTTTTGACTTTTATCCCCTTCTATATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607615 Chironominae sp. water mite diet isolate 12465-BHL040517-GBD9612_6705-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTAATCGAGCAGAATTAGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607616 Chironominae sp. water mite diet isolate 12561-BHL040517-GBD19166_3114-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTGATTGTCACAGCACACGCTTTTGTAATAATTTTTTTTATAATG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTTCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607617 Chironominae sp. water mite diet isolate 12621-BHL040517-GBD3278_13873-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTTCTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607618 Chironominae sp. water mite diet isolate 12708-BHL040517-GBD4562_20734-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGATGACCAAATTTCCAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTGCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607619 Chironominae sp. water mite diet isolate 12747-BHL040517-GBD25377_17410-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACATCTTTAAGAATATTAATTCGAGCAAAATTAGGGCA

CCCAGGAACATTGATTGGAGATGATCAAATTTACAATGTAATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607620 Chironominae sp. water mite diet isolate 12759-BHL040517-GBD16914_4813-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607621 Chironominae sp. water mite diet isolate 12808-BHL040517-GBD29407_14447-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGCACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTCATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAGATTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607622 Chironominae sp. water mite diet isolate 12870-BHL040517-GBD10530_8437-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGTC

ATGCTGGATCTTTTATTGGTGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGTTTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCGTCTTTAACTCTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607623 Chironominae sp. water mite diet isolate 12887-BHL040517-GBD7625_23230-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCGTCATCAACTCTACTATTATCTAGTTCTATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607624 Chironominae sp. water mite diet isolate 13226-BHL040517-GBD7499_25576-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTATTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTATTTCCCCCATCTCTAACACTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR285570, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607625 Chironominae sp. water mite diet isolate 13328-BHL040517-GBD10076_22231-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGTATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGTTTTGGTAATTGACTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAACATAAGTTTTTGATTACTACCCCCATCTCTAACACTACTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR285570, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607626 Chironominae sp. water mite diet isolate 13329-BHL040517-GBD26718_22316-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGGGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTTATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAGTTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTTCCCCTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGACTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR285570, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607627 Chironominae sp. water mite diet isolate 13445-BHL040517-GBD8288_8980-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCGTCTTTAACATTATTACTTTCAAGAAGAATTGTAGAAAATAGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR285570, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607628 Chironominae sp. water mite diet isolate 13947-BHL040517-GBD10315_15546-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCTTTTAGTATATTAATTCGAGCAGAATTTGGTCA

CCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCTGATATAGCATTTCCTCGAATA

AATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR654792, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607629 Chironominae sp. water mite diet isolate 14226-BHL040517-GBD26557_8626-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGCTGATCAAATTTACAATGTTATTGTCACAGCTCACGCATTTATTATAATTTTTTTTATAGT

TATACCAATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTATGTTCTAGCGCAAGAGTAGAAAATGGAACTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607630 Chironominae sp. water mite diet isolate 14268-BHL040517-GBD23236_18878-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACCTCACTTAGTATTTTAATTCGAGCAGAACTTGGTC

ACACTGGATCTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACACTACTACTATCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607631 Chironominae sp. water mite diet isolate 14292-BHL040517-GBD6815_25658-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CTAGGCTCATTGATCGGAGACGACCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAACTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR764241, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607632 Chironominae sp. water mite diet isolate 14293-BHL040517-GBD18959_23422-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAAAACTTGGTC

ACCCTGGAACTTTTATTAGTGGTGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

GAATAATATAAGTTTTTGATTACTACCTCCTTCTCTTACCT-

TACTTTTAGTAAACAGTATACTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR174905, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607633 Chironominae sp. water mite diet isolate 14295-BHL040517-GBD20932_7190-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGTACATCCCTTAGTATATTAATTCGAACAGAACTTGGTC

ACCCTGGAACTTTTATTGATGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAAAATGAGATTTTGATTACGTCCCCCGTCTTTATCTCGTCTTCTTTCTAGCGCAAGTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607634 Chironominae sp. water mite diet isolate 14307-BHL040517-GBD26077_7607-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCATTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTGCTTCCCCCTTCTTTAACTCTTCTTCTATCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607635 Chironominae sp. water mite diet isolate 14317-BHL040517-GBD6232_7956-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATCGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCGCGAAT

AAATAATATGAGATTTTGATTACTTCCTCCATCACTTACATTACTCCTTTCAAGTTCATTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607636 Chironominae sp. water mite diet isolate 14318-BHL040517-GBD23365_24586-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCATTTAGTATATTAATTCGAGTAGAATTTGGTCA

CCCTGGCACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCATTAACCCTTCTTCTATCAAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607637 Chironominae sp. water mite diet isolate 14321-BHL040517-GBD17033_27877-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGTACATCACTTAGTATATTAATTCGAGCAGAACTCGGTC

ACCCTGGTACTTTTATTGGTGATTATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATCATTTTTTTTATAGT

GATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTACTTCTATCTAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607638 Chironominae sp. water mite diet isolate 14335-BHL040517-GBD3206_18828-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCAT

GCTGGTTCTTTAATTGGAGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATCCTAATTGGTGGTTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGGATAA

ATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR689936, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607639 Chironominae sp. water mite diet isolate 14341-BHL040517-GBD7696_5719-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACATCATTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGTTCTTTAATTGGTGATGATCAAATTTATAATGCTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTACTTCTATCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR159655, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607640 Chironominae sp. water mite diet isolate 14359-BHL040517-GBD12663_27069-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACTTTATATTTTATTTTCGGAGCTTGACCTGGAATAGTAGGTACATCATTTAGTATATTAATTCGAGCAGAACTCGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCATTAACTCTACTACTATCTAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR159655, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607641 Chironominae sp. water mite diet isolate 14372-BHL040517-GBD23186_16644-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCTTTTAGTATGCTAATTCGAGCAGAACTTGGACAC

CCTGGTACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR746550, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607642 Chironominae sp. water mite diet isolate 14378-BHL040517-GBD25923_21682-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCACTTAGAATATTAATTCGAGCAGAACTAGGACA

CCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCTTAATTGGTGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGACTACTTCCCCCTTCTTTATCTCTTCTACTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR642580, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607643 Chironominae sp. water mite diet isolate 14384-BHL040517-GBD29455_16448-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTCGATCTGGAATCGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCATGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCGGTAGCGCGGCGGCGGGCGAGCGCAAGGGGAGAAAAGGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607644 Chironominae sp. water mite diet isolate 14390-BHL040517-GBD12944_8520-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCTCTTAGCATATTAATTCGAGCAGAACTTGGTC

ACCCTGGTACTTTTATTGGTGATAATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCGTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCGTCATTAACTCTTCTACTATCTAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607645 Chironominae sp. water mite diet isolate 14392-BHL040517-GBD14044_15597-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCACTTAGTATATTAATTCGACTAGAACTTGGTCG

CCCAGGCACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCGCGAATA

AATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCCCTTCTTCTATCTAGCTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR764241, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607646 Chironominae sp. water mite diet isolate 14393-BHL040517-GBD18942_14568-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCACTTAGTATATTAATTCGAGCAGAACTTGGAC

ACCCTGGCACCTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTACTACCCCCTTCTTTAACCCTTCTTCTATCTAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607647 Chironominae sp. water mite diet isolate 14395-BHL040517-GBD26144_15457-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTTTATTTTATTTTCGGAGCTTGATCTGGAATAGTTGGAACTTCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTTTTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTGCCCCCTTCATTAACTCTACTACTATCTAGCTCAATTGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR159655, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607648 Chironominae sp. water mite diet isolate 14417-BHL040517-GBD13907_13780-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCTGGAATAGTAGGAACTTCTTTTAGTATTTTAATTCGAGCAGAACTCGGTCA

CCCTGGTACTTTTATTGGTGATGATCAAATTTATAATGCTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTG

ATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTACTACTATCTAGCTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KM921023, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607649 Chironominae sp. water mite diet isolate 14420-BHL040517-GBD19360_25115-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTCTTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ATCCTGGAACTTTTATTGGAGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACCCTTCTTCTAGCTAGCGCAACAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607650 Chironominae sp. water mite diet isolate 14421-BHL040517-GBD13527_22564-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCCCTTAGTATATTAATTCGAGCAGAACTTGGCC

ACCCTGGTACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATACGAGATTTTGAATACGTCCCCCTTCTTTAGCACTACTTCTGTCTAGCGCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607651 Chironominae sp. water mite diet isolate 14424-BHL040517-GBD9548_10248-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTTTTAGTATTTTAATTCGAGCAGAATTTGGTCAC

CCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCTGATATAGCATTTCCACGAATAA

ATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR617721, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607652 Chironominae sp. water mite diet isolate 14439-BHL040517-GBD3030_11140-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGAAGAACTAGGAC

ATCCCGGAACTTTTATTGGAGATGACCAATTTTATAATGTAATTGTTACAGCTAACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTGTATCTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR289910, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607653 Chironominae sp. water mite diet isolate 14441-BHL040517-GBD18281_27827-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCCTGATCTGGAATAGTAGGAACATCATTTAGTATATTAATTCGAGCAGAACTCGGTCA

CCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AATAATATAATATTTTGATTACTTCCCCCTTCTTTATCTCTACTTCTATCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607654 Chironominae sp. water mite diet isolate 14442-BHL040517-GBD19253_2491-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTCATTTTCGGAGCCTGATCTGGAATAGTAGGAACTTCCCTTAGTATATTAATTCGAGCTGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTCATAGT

TATACCTATCCTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCAAGCACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607655 Chironominae sp. water mite diet isolate 14444-BHL040517-GBD22795_4539-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCATTTAGTATATTAATTCGAGCAGAACTAGGTCA

CCCTGGAACTTTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGTGGATTTGGAAATTGATTACTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCCCGAATA

AATAATATGAGATTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCTAGCACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR642580, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607656 Chironominae sp. water mite diet isolate 14449-BHL040517-GBD11988_13612-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATATTTTATTTTCGGAGCCTGATCTGGAATAGTAGGAACTTCTTTTAGTATTTTAATTCGAGCAGAACTTGGTCA

CCCTGGTTCTTTAATCGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTG

ATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTTCCACGAATA

AATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTACTTCTATCTAGCTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KJ444382, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607657 Chironominae sp. water mite diet isolate 14451-BHL040517-GBD14890_12748-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTCTTAGTATATTTATTCGAGCAGAACTTGGTCAC

CCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATCTTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGATTTTCCACGAATAA

ATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR642580, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607658 Chironominae sp. water mite diet isolate 14457-BHL040517-GBD17338_7614-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGTTCTGGAATAGTCGGAACATCATTTAGTATATTAATTCGAGCAAAATTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAACATGAGATTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607659 Chironominae sp. water mite diet isolate 14458-BHL040517-GBD13614_22285-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACTTTATATTTTATTTGCGGAGCTTGATCTGGAATAGTAGGAACTTCACTTAGTATATTTATTCGAGCAGAATTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGCTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607660 Chironominae sp. water mite diet isolate 14462-BHL040517-GBD5389_23432-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACATCTTTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGATCTTTTATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATACTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGATTACTTCCACCTTCTTTAACTCTACTACTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM960768, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607661 Chironominae sp. water mite diet isolate 14463-BHL040517-GBD26207_16011-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCCTGATCTGGAATAGTTGGAACTTCTCTTAGTATTTTAATTCGAGCAGAATTTGGACA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTATAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR654792, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607662 Chironominae sp. water mite diet isolate 14478-BHL040517-GBD27935_11750-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTT

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCATTTAATACTAGTGGCCCCTGACATAGCTTTCCCCCGAAT

AAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTTTCAAGTTCATTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607663 Chironominae sp. water mite diet isolate 14479-BHL040517-GBD15007_22638-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAATTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTATGATTACTTCCCCAATCTTTAACCCTTCTTCTATCTAGCTGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607664 Chironominae sp. water mite diet isolate 14485-BHL040517-GBD8762_23711-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTTTTAGTATATTAATTCGAGCAGATCTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTACTTCTATCTAGCTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607665 Chironominae sp. water mite diet isolate 14489-BHL040517-GBD15962_27392-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCATTTAGTATATTTATTCGAGCAGAATTAGGACA

CCCTGGAACTTTTATTGGTGATGACCAATTTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATACTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607666 Chironominae sp. water mite diet isolate 14490-BHL040517-GBD25937_10289-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCATGATCTGGAATAGTAGGAACATCTCTTAGAATATTAATTCGAGCAGAACTTGGA

CACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTACCTCCCCCTTCTTTAACTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607667 Chironominae sp. water mite diet isolate 14493-BHL040517-GBD3890_10669-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTTGGAACTTCATTTAGTATTTTAATTCGAGCAGAATTTGGTCA

TCCTGGAACCTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATGTAGCATTTCCACGAATA

AATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR289910, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607668 Chironominae sp. water mite diet isolate 14497-BHL040517-GBD25043_12711-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACACCCT

GGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAAATA

ATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KT115418, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607669 Chironominae sp. water mite diet isolate 14504-BHL040517-GBD21330_5736-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATTTTAATTCGAGCAGAACTTGGTC

ATCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGAATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTGCTTCCCCCATCATTAACTCTACTTCTATCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607670 Chironominae sp. water mite diet isolate 14508-BHL040517-GBD19432_16791-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTTGGAACTTCTCTTAGTATATTTATTCGAGCAGAGCTTGGTCA

ACCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR654792, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607671 Chironominae sp. water mite diet isolate 14522-BHL040517-GBD16636_17410-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTTTATTTTATTTTCGGAGCTTGATCTTGAATAGTAGGAACTTCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGCACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCAATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCATTAACTCTACTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607672 Chironominae sp. water mite diet isolate 14560-BHL040517-GBD19926_3280-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTAACATGGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGGACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR166401, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607673 Chironominae sp.  water mite diet isolate 442-BHL040517-GBD14042_8283-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACCTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607674 Chironominae sp.  water mite diet isolate 535-BHL040517-GBD17796_14824-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACCTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTTTAT

AGTTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACG

AATAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607675 Chironominae sp.  water mite diet isolate 583-BHL072216-GBD10709_6043-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTAATGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTTTATAG

TTATGCAAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACGTCTTCCCTCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607676 Chironominae sp.  water mite diet isolate 606-BHL072216-GBD15192_16271-Arr95 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGATACTTCTTTAAGTATGCTAAATCAAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAGATTGACTTATTCCTTTAATGTTAGGAGCCCCAAATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTTTCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607677 Chironominae sp.  water mite diet isolate 709-BHL072216-GBD23129_9091-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGATACTTCTTTAAGTATGCTAATTCGAGTGGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTCATTATAATTTTTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGGAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607678 Chironominae sp.  water mite diet isolate 763-BHL040916-GBD23032_13376-Ldc69 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CTTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGATAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACCCTTTTACTATCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607679 Chironominae sp.  water mite diet isolate 769-BHL040916-GBD9201_4105-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAGCGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607680 Chironominae sp.  water mite diet isolate 778-BHL040916-GBD5255_23434-Ldc69 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTTATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATATGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATCCTGATTACTTCCACCTTCTTTATCTCTTCTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607681 Chironominae sp.  water mite diet isolate 786-BHL040916-GBD19230_17797-Ldc69 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

CCCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607682 Chironominae sp.  water mite diet isolate 850-BHL100916-GBD13863_10628-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTCATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCTTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATAGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607683 Chironominae sp.  water mite diet isolate 877-BHL100916-GBD22498_8575-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

CCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCATCTTTAACCCTACTACTTTCTAGTGCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607684 Chironominae sp.  water mite diet isolate 882-BHL100916-GBD24272_15273-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

ACCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGACTATTACCACCCTCTTTAACTCTATTACTATCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607685 Chironominae sp.  water mite diet isolate 896-BHL100916-GBD4433_17735-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAACTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607686 Chironominae sp.  water mite diet isolate 1139-BHL110116-GBD15657_27990-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607687 Chironominae sp.  water mite diet isolate 1157-BHL110116-GBD18914_7425-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCTCTTAGTATATTAATTCGAGCAGAACTTGGTCAC

CCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATGAGATTTTGATTACTACCCCCTTCTTTATCTCTTCTTCTATCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KT115418, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607688 Chironominae sp.  water mite diet isolate 1266-BHL110116-GBD9352_18286-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAATAGGTACTTCATTTAGTATATTAATTCGAGCAGAACTTGGTCAC

CCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR642580, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607689 Chironominae sp.  water mite diet isolate 1279-BHL110116-GBD17863_2003-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACTTCACTTAGTATTTTAATTCGAGCAGAACTTGGTCAC

CCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCAACTACTATCTAGCACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607690 Chironominae sp.  water mite diet isolate 1294-BHL110116-GBD28312_18952-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCATTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTCTAACTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607691 Chironominae sp.  water mite diet isolate 1303-BHL110116-GBD20364_26422-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACTTCACTTAGTATATTAATTCGAGCAGAACTTGGTCAC

CCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGTGGATTTGGAAATTGATTTGTTCCTTTAATATTAGGATCCCCTGATATAGCTTTTCCACGAATAA

ATAATATTAGATTCTGATTACTTCCCCCTTCTTTATCTCGTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607692 Chironominae sp.  water mite diet isolate 1315-BHL110116-GBD5820_11347-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTACTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAACCCCTGATATAGCTTTTCCACGAATA

AATAATACGAGATTTTGATTACTTCCCCCTGCTTTAACTCTTCTTCTATCTAGCTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607693 Chironominae sp.  water mite diet isolate 1317-BHL110116-GBD9038_8534-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCTTTTAGTATATTAATTCGAGCAGAACTTGGTCAC

CCTGGTACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTGTTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTTCCACGAATAA

GTAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTATCTAGCTCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607694 Chironominae sp.  water mite diet isolate 1324-BHL110116-GBD15971_4061-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAAGAGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGTTCA

CCCTGTAACTTTTATTGGTTATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTATAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGCGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607695 Chironominae sp.  water mite diet isolate 1331-BHL110116-GBD6802_24257-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCCCTTAGTATATTTATTCGAGCAGAACTTGGTC

AGCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTACTACCCCCTTCTTTAACTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607696 Chironominae sp.  water mite diet isolate 1334-BHL110116-GBD25964_21264-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATTTTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCAC

CATGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACACTTCATCAATCTAGCTCAAGTGTAGAAAATGAAGCTGAAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607697 Chironominae sp.  water mite diet isolate 1356-BHL110116-GBD28493_15932-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACTTCATTTAGTATATTAATTCGAGTAGAACTTGGTCAC

CCTGGAACATTAATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTATCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607698 Chironominae sp.  water mite diet isolate 1365-BHL110116-GBD24394_5145-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCAAGATATAGCTTTCCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTACTTCTTTCTAGCTCAGTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607699 Chironominae sp.  water mite diet isolate 1366-BHL110116-GBD8299_18270-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTCTCCCCGAATA

AATAATATGAGATTTTGATTACCTCCCCCTTCTTTAACTCGTCGTCGTTCTAGCGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607700 Chironominae sp.  water mite diet isolate 1369-BHL110116-GBD24761_25798-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGGACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCACGAATA

AATAGTATGAGATTTTGATTACTTCCCCCTTCTTTATCTCATCTTCTTTCTAGCACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607701 Chironominae sp.  water mite diet isolate 1370-BHL110116-GBD14932_3519-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTAGAATAGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCAC

CCTGGAACTTTTATTGGTTATGCTCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTAT

ACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAAA

TAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCACTTGTAGAAAATGGAGCTGGACCAG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607702 Chironominae sp.  water mite diet isolate 1373-BHL110116-GBD20912_8757-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCACTTAGTATATTTATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCCGTCTAGAACAATTGCAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ444382, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607703 Chironominae sp.  water mite diet isolate 1382-BHL110116-GBD10448_10323-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGAGCTTGATCTGGAATAGTCGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCACCCT

GGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTATAC

CTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAAATA

ACATGAGATTTTGATTACTTCCCCCATCTTTAACTCTTCTTCTATCAAGCACAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607704 Chironominae sp.  water mite diet isolate 1388-BHL110116-GBD16177_13753-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCACTTAGTATATTAATTCGAGTAGAATTTGGTCAC

CCAGGAACTTTTATAGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607705 Chironominae sp.  water mite diet isolate 1405-BHL110116-GBD25306_23558-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACATCATTTAGTATATTAATTCGAGCAGAATTTGGTCA

CCCTGGAATTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCCCCTGATATAGCATTTCCACGAATA

AATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607706 Chironominae sp.  water mite diet isolate 1518-BHL110116-GBD19693_5460-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTTTTAGTATATTAATTCGAGCAGAACTAGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTTCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR654792, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607707 Chironominae sp.  water mite diet isolate 1619-BHL110116-GBD7747_7307-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCAGGATCTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCGTCTTTATCTTTTCTTCTATCTAGCTCAAAAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR159655, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607708 Chironominae sp.  water mite diet isolate 1623-BHL110116-GBD24777_15097-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTCGGT

CACCCTGGAACTTCTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCACGAA

TAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTACTACTATCTAGCTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR159655, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607709 Chironominae sp.  water mite diet isolate 1628-BHL110116-GBD6177_12809-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACATCCTTTAGTATATTAATTCGAGCAGAATTAGGA

CACCCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607710 Chironominae sp.  water mite diet isolate 1640-BHL110116-GBD27672_9565-Lq46 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACTTTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCCTTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCCCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACCCTTCTTCTATCAAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607711 Chironominae sp.  water mite diet isolate 1673-BHL110116-GBD9348_26563-Lq47 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTTGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR159655, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607712 Chironominae sp.  water mite diet isolate 1771-BHL110116-GBD21812_18384-Ldc71 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCACTTAGTATATTTATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGCTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTTTTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607713 Chironominae sp.  water mite diet isolate 1783-BHL110116-GBD24935_11452-Ldc71 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAGCGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTCCCATTAATATTAGGAGCACCAGATATGGCCTTCCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCGCTTACTCTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607714 Chironominae sp.  water mite diet isolate 1806-BHL101516-GBD10096_25843-Ldc86 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGATACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGTTGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTCATTATAATTTTTTTTATAGTTA

TGCCAGTTTTAATTGGAGGTTTTGGAAATTGACTTTTTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATATTATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTGTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607715 Chironominae sp.  water mite diet isolate 1844-BHL072216-GBD12149_26102-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGTCA

CCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTATTCCTCGAATA

AATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR670143, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607716 Chironominae sp.  water mite diet isolate 1852-BHL072216-GBD22783_11539-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTTATTTTTGGAGCTTGATCTGGTATTGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATATTTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACTCTTTTACGATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607717 Chironominae sp.  water mite diet isolate 1858-BHL072216-GBD16637_26780-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATATTAATTCGAGCGGAATTAGGTCAT

CCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCTCTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAACTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607718 Chironominae sp.  water mite diet isolate 1859-BHL072216-GBD11366_8124-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607719 Chironominae sp.  water mite diet isolate 1867-BHL072216-GBD11807_11141-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

CCCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATGTAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGACTTTTACCACCCTCTTTAGCTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607720 Chironominae sp.  water mite diet isolate 2135-BHL072216-GBD11680_14599-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCAGGAACTTTTATTGGTGACGACCAAATTTGTAATGTTATTGTAACAGCTCATGCTTTTATAATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTACCTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607721 Chironominae sp.  water mite diet isolate 2162-BHL072216-GBD16598_4479-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGATGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGTAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTGATATTAGGAGCACAAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607722 Chironominae sp.  water mite diet isolate 2164-BHL072216-GBD25064_25357-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATCTTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCGTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCGGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607723 Chironominae sp.  water mite diet isolate 2198-BHL072216-GBD6960_4424-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATACTTTATTTTTGGAGCCTGATCCGGAATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607724 Chironominae sp.  water mite diet isolate 2240-BHL072216-GBD12958_4935-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGCATTAGGACAT

CCTGGAACTTTTATTGGCGACGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCACGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCCCTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607725 Chironominae sp.  water mite diet isolate 2241-BHL072216-GBD14445_27862-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTGTTTAAGAATTCTAATTCGAGTAGACTTAG

GACATCCTGGATCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTATCAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607726 Chironominae sp.  water mite diet isolate 2286-BHL072216-GBD22355_17515-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTATATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACGCTACTTCGATCTAGCTCAATTGTAGAAAATGGAGCAGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607727 Chironominae sp.  water mite diet isolate 2306-BHL072216-GBD29198_16954-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCT

Using NCBI BLASTN in June 2018, this sequence was 98.6% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607728 Chironominae sp.  water mite diet isolate 2307-BHL072216-GBD20658_25493-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCTTTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTACTACTTTCTAGCTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM921023, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607729 Chironominae sp.  water mite diet isolate 2320-BHL072216-GBD19111_28568-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAAAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607730 Chironominae sp.  water mite diet isolate 2378-BHL072216-GBD25674_22307-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTCG

GAACTCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTACTTTATCTCATCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607731 Chironominae sp.  water mite diet isolate 2388-BHL072216-GBD20729_12966-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTAGGTC

ACCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGCGCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607732 Chironominae sp.  water mite diet isolate 2438-BHL072216-GBD12403_28044-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAACAGAATTAG

GACATCCTGGAACTTTTATTGTTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGGTTAGTTCCTCTTATATTAGGAGCAACAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607733 Chironominae sp.  water mite diet isolate 2485-BHL072216-GBD28942_17072-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTTTATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCCCTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCATTAACTCTTCTTCTATCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607734 Chironominae sp.  water mite diet isolate 2537-BHL072216-GBD27670_12817-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATATTAATCCGAGCGGCATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607735 Chironominae sp.  water mite diet isolate 2546-BHL072216-GBD11323_5663-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATGAGATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTGTAATTCGAGCAGAATTAG

GATATCCTGGAACTTTTATTGGTGACGACCAATTTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607736 Chironominae sp.  water mite diet isolate 2548-BHL072216-GBD13691_4451-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCGAAATTAG

GACATCCTGGAACATTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGATATAGCATTTCCTC

GTATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607737 Chironominae sp.  water mite diet isolate 2561-BHL072216-GBD17900_17271-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCATTAAGAATATTAATTCGAATGGAATTATGTCAACCT

GGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATA

ATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607738 Chironominae sp.  water mite diet isolate 2577-BHL072216-GBD13276_16938-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTGGTGCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTAACTCTTCCTCTTTCTAGTTCAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607739 Chironominae sp.  water mite diet isolate 2629-BHL072216-GBD24167_24681-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACTTTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTTGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCACGAAT

AAATAACATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTATCTAGCACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR174905, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607740 Chironominae sp.  water mite diet isolate 2640-BHL072216-GBD22989_25355-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGTACATTAATTCGAGCCGAATTAGGACGC

CCAGTTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTGTAATTTTTTTTATGGTTA

TGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAATA

AATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607741 Chironominae sp.  water mite diet isolate 2649-BHL072216-GBD8451_10823-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTGTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGGGACGACCAAATTTATAGTGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATACAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTCATCTCTTCTTCTTTCTAGTTCTATAGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607742 Chironominae sp.  water mite diet isolate 2768-BHL032417-GBD20582_18935-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607743 Chironominae sp.  water mite diet isolate 2820-BHL032417-GBD7862_4342-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTATTTTTTTAGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATCCTG

GTACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACC

TATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATA

ATATAGGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607744 Chironominae sp.  water mite diet isolate 2858-BHL032417-GBD27404_15287-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCCTGATCAGGTATTGTAGGAACTTCTTTTAGAATATTAATCTGGACGGAATTTGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607745 Chironominae sp.  water mite diet isolate 2885-BHL032417-GBD10592_3283-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTTGTTCGAACTGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTGTCGAGAAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607746 Chironominae sp.  water mite diet isolate 2888-BHL032417-GBD18703_27612-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGATGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607747 Chironominae sp.  water mite diet isolate 2902-BHL032417-GBD3850_8887-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTACTTGTTACTGCTCATGCATTTATAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATCACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607748 Chironominae sp.  water mite diet isolate 2945-BHL032417-GBD27470_15251-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAACTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACCGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGAATTTGATTATTACCCCCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607749 Chironominae sp.  water mite diet isolate 2983-BHL032417-GBD10174_19926-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCTAACGGAATTAGGT

TATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTAGCACCATCTCTTACTTTATTACTTTCAAGAAGATTGGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607750 Chironominae sp.  water mite diet isolate 2991-BHL032417-GBD15409_2508-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATACTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGTAACATTTATTGTTTATGACCAAATTTATAATGAAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCCTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607751 Chironominae sp.  water mite diet isolate 3018-BHL032417-GBD15737_4961-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATATTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGGATTAGGTCA

TCCTGGTACATTTATTGGTTATGACCAAATTTATAATGTAACTTTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607752 Chironominae sp.  water mite diet isolate 3031-BHL032417-GBD9794_16281-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATATTAATCCGAACGAAATTAGGTCATCC

TGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAAT

AATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607753 Chironominae sp.  water mite diet isolate 3034-BHL032417-GBD19236_4451-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGGACGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGCAATTATTACTGCTCATGCTTTTATTATAATTTTTTTTATGGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607754 Chironominae sp.  water mite diet isolate 3043-BHL032417-GBD9460_16512-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTTATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGGGTTAGGTCA

TCCTGGAACGTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTGTTTTAATTGGAGGATTTGGAAATTTGTTATTACCACTAATATTAGGAGTCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607755 Chironominae sp.  water mite diet isolate 3049-BHL032417-GBD18604_12546-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGAAACTTCTTTAAGAATATTTATCCAAACGGAATTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTCTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607756 Chironominae sp.  water mite diet isolate 3058-BHL032417-GBD8345_8189-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCCTGATCAGGCATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTTCCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607757 Chironominae sp.  water mite diet isolate 3064-BHL032417-GBD21063_2485-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCCGGTATAGTTGCAACTTCTTTCAGAATATTAATCCGACCGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATGACCACCATCGCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607758 Chironominae sp.  water mite diet isolate 3068-BHL032417-GBD24086_8434-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGTTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTCCTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGACCCTGATATGGATTTTCCACGAAT

AAATAATATAGGATTTTGATTATTACCACCATCTCATACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607759 Chironominae sp.  water mite diet isolate 3088-BHL032417-GBD24054_21978-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTCATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTAATGACCAAATCTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAAATGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCCTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCAGCTCATACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607760 Chironominae sp.  water mite diet isolate 3089-BHL032417-GBD27727_14344-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGCACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCATTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607761 Chironominae sp.  water mite diet isolate 3092-BHL032417-GBD5554_22548-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATACTAATTCGAACGGGATTAGGTCAT

CCTGGAACATTCATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGATGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607762 Chironominae sp.  water mite diet isolate 3093-BHL032417-GBD25984_19025-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGCATATTAATTCGAGCGGAATTAGGTCAAC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTAGCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607763 Chironominae sp.  water mite diet isolate 3116-BHL032417-GBD26694_13458-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAATGGAATTAGGTCA

TCCTGGATCATTTATTGGTGATGACCAAATTTATAATGCAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGAAAATTGGTTATTACCACTAATATTAGGAACCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACATTCAAGAAGAATAGTAGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607764 Chironominae sp.  water mite diet isolate 3120-BHL032417-GBD21940_10892-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAATA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGAGTAATACCACCATCTCTTACTTGATGACTATCAAGAAGAATAGTAGACAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607765 Chironominae sp.  water mite diet isolate 3134-BHL032417-GBD20763_18321-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTTTATTAATTGGAGGATTTGCAAATTGGTTATTACCACTAATATTAGGAGCTCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTATCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607766 Chironominae sp.  water mite diet isolate 3144-BHL032417-GBD21393_5409-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTATTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTCGAACATTTACTGGTGATAACCAAATTTATAATGTAATTATTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTAGTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607767 Chironominae sp.  water mite diet isolate 3159-BHL032417-GBD15861_24716-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGAACAAATTTTTAATGTAATTGTTACTGATCATGCTTTTATTGTAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAAGAGCACCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607768 Chironominae sp.  water mite diet isolate 3161-BHL032417-GBD7909_6038-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCCGGTATAGTAGGAACTTCTTTAAGAATATTCATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTGTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607769 Chironominae sp.  water mite diet isolate 3180-BHL032417-GBD17870_2713-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTGTATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGTTATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCTCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAA

TAATATAAGATTTTGATTATTACCCCCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607770 Chironominae sp.  water mite diet isolate 3186-BHL032417-GBD10539_14619-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTCTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGGATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAACTTTTTTTATAGTA

ATACCTATTTTAATTGGGGGATTTGGAAATTGGTTATTACAACTAATATTAGGAGCCCCTGATATGGCCTTTCCACGGAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607771 Chironominae sp.  water mite diet isolate 3204-BHL032417-GBD3313_13431-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCATG

CTGGAACATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTTCCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAA

TAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607772 Chironominae sp.  water mite diet isolate 3206-BHL032417-GBD16144_4096-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGAAGGAACTTCTTTAGGAATATTAATCGGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGGGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGATGATTTGGAAATTGGTTATTATCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607773 Chironominae sp.  water mite diet isolate 3214-BHL032417-GBD13694_9239-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTCTTTTGGAGCTCGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATCTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTAGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAACCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGAATATTACCATCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607774 Chironominae sp.  water mite diet isolate 3222-BHL032417-GBD20008_2431-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTGTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCATGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTATTTGGAGGATTTGGAAATTGGTTATTATCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATACAAGATTTTGAGTATTACCACCATCTCTTACTTTATTACGTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607775 Chironominae sp.  water mite diet isolate 3223-BHL032417-GBD19178_17651-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTTTATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATCCGAGCGGAATTAGGTCAT

CCTGGATCATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTGCCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607776 Chironominae sp.  water mite diet isolate 3224-BHL032417-GBD19669_20580-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

TTACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607777 Chironominae sp.  water mite diet isolate 3231-BHL032417-GBD17765_7561-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACTGAAATAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCCCATGCTTTTATTATAATTTTTTTTATAGTA

TTACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACATTATTACGTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607778 Chironominae sp.  water mite diet isolate 3234-BHL032417-GBD11730_19160-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCGTTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTACTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACCAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTATTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607779 Chironominae sp.  water mite diet isolate 3236-BHL032417-GBD5624_9378-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCGGAATTAGGTCATCC

TGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGATTTGAAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAAT

AATATAAGATTTTGATTATTTCCACCATCTCTTACTTTATTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607780 Chironominae sp.  water mite diet isolate 3240-BHL032417-GBD17784_2483-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGGATAGGAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGTAACATTTAATGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGACTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607781 Chironominae sp.  water mite diet isolate 3243-BHL032417-GBD7353_22222-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCCTTATATATTTTTTTTGGAGCTTGATCAGATATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATGCCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACATTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607782 Chironominae sp.  water mite diet isolate 3244-BHL032417-GBD16680_7527-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGATGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGATACTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATATGATTTTGATTATTACCACCATCCCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607783 Chironominae sp.  water mite diet isolate 3251-BHL032417-GBD22103_21842-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTCTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAAACCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607784 Chironominae sp.  water mite diet isolate 3255-BHL032417-GBD15217_2815-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGTTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAAGTAGGTCA

TCCTGGAACATTTATTGGGGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGTGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTTCTTTATTACTTTCAAGAAGAATAGTAGAAAATGGCGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607785 Chironominae sp.  water mite diet isolate 3257-BHL032417-GBD24547_24467-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TACTAGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAGTAATAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAGGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607786 Chironominae sp.  water mite diet isolate 3263-BHL032417-GBD24625_20576-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTCATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGTAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTACCACCATCTCTAACTTTATTACTTGCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607787 Chironominae sp.  water mite diet isolate 3267-BHL032417-GBD2737_10598-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTGAATTTTTGGAGATTGATCAGGTATAGTAGGAACTTCTTGAAGAATATTAATCCGAAGGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTACTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607788 Chironominae sp.  water mite diet isolate 3273-BHL032417-GBD26815_10215-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTCTTTTGGAGCTTGATTAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAATGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGTAGCCCCTGATATGGCTTTTCCACGAAAA

AATAAAATAAGATATTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607789 Chironominae sp.  water mite diet isolate 3274-BHL032417-GBD13778_18371-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGAAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAACTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTATGAGCCCCTGATATGGCTTCTCCACGAATA

AATAATATAAGATTTTGATTAATACCACCATCTCTTACTTTATCACTTTCAGGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607790 Chironominae sp.  water mite diet isolate 3283-BHL032417-GBD2133_16538-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCCCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCATTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAAAATAAGATTTTGAATATTACCCCCATCTCTTACTCTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607791 Chironominae sp.  water mite diet isolate 3287-BHL032417-GBD24516_21329-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGAGCAGGTATAGTAGGAACTTCTTTAAGTATATTAATTCGAACGGAATTAGGTAA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTTCCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTGACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607792 Chironominae sp.  water mite diet isolate 3337-BHL032417-GBD7820_21012-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATTAGGTATAGTAGGTACTTCTTTAAGACTTTTAATCCGAACGGAATTAGGTCG

TCCTGGAACATTTATTTGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTTTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607793 Chironominae sp.  water mite diet isolate 3351-BHL032417-GBD23579_16224-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCCTTATCTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTATGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTTTAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGCTATTACCACTAATATTAGGAGTCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTGCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607794 Chironominae sp.  water mite diet isolate 3353-BHL032417-GBD28648_15971-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTGGGTCATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTGGACCACGAATAA

ATAATATAAGATTTTGATTATGACCACCATCTCTTACTTTATTACATTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607795 Chironominae sp.  water mite diet isolate 3356-BHL032417-GBD17637_23307-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGACCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGTACGGAATTAGGTCA

TCCTGGAACATTTCTTGGTACTGACCAAATTTATAATGCTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607796 Chironominae sp.  water mite diet isolate 3369-BHL032417-GBD6215_14780-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAAGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGCCAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATAAGTTTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607797 Chironominae sp.  water mite diet isolate 3383-BHL032417-GBD3420_20668-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTTATGCTTTTATTATAATTTTTTTTATAGTAAT

TCCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCCCGAATAAA

TAATATAAAATTTTGATTATTACCCCCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607798 Chironominae sp.  water mite diet isolate 3385-BHL032417-GBD27783_19431-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGCAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGGTGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAGATTGGTTAATACCACTAATATTAGGAGTCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAAGGGAGCGGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607799 Chironominae sp.  water mite diet isolate 3392-BHL032417-GBD23732_8277-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGTATATTAATCCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGATTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATGAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTGGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607800 Chironominae sp.  water mite diet isolate 3393-BHL032417-GBD27385_15075-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTACATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGATGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATGCCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCACTTACTTTATTACTCTCACGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607801 Chironominae sp.  water mite diet isolate 3403-BHL032417-GBD27035_18406-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCCTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTCTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCATTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTCTGATTATTACCACCAACTCTTACTTGAGTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607802 Chironominae sp.  water mite diet isolate 3404-BHL032417-GBD10518_14537-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATGTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TACTGGAACATTTATTGGTGCTGACCAAATTTATAATGTAATTGTTAATGATCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTTGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTAACACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607803 Chironominae sp.  water mite diet isolate 3406-BHL032417-GBD26296_8089-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATCCGAACGAAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTTTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGGA

ATACCTATTTTAATTGGAGGCTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGACTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607804 Chironominae sp.  water mite diet isolate 3410-BHL032417-GBD14467_18061-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGGGCTTGATCAGGTATAGTAGGAATTTCTTTATGAATATTAATCCGAACGGAATTAGGTCT

TCCTGGAACATTTATTGGTGATGACAAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAAGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607805 Chironominae sp.  water mite diet isolate 3420-BHL032417-GBD15023_7338-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGACTATTAATCCGTACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTACCACTAATATTAGGAGCACATGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607806 Chironominae sp.  water mite diet isolate 3441-BHL032417-GBD26262_9228-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTATTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAGATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTATCACCATCGCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607807 Chironominae sp.  water mite diet isolate 3444-BHL032417-GBD26219_13035-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAAGGGAATTAGGTCAT

CCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGATCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATATTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607808 Chironominae sp.  water mite diet isolate 3462-BHL032417-GBD20310_8988-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGTTTGAACAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATATAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATGGTA

ATACCTATTTTAATTGGAGGATTTGGAAAATGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAGTAATATAAGATTTTGATTATTACCATCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607809 Chironominae sp.  water mite diet isolate 3469-BHL032417-GBD15836_2760-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACAGAATTAGGTCAT

CCTGTAACATTTATTGGTTATGATCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATATGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607810 Chironominae sp.  water mite diet isolate 3485-BHL032417-GBD15428_23209-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTTTTTAAGAATTTTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTATTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCCTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607811 Chironominae sp.  water mite diet isolate 3590-BHL032417-GBD9233_10264-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGCTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCTCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGACTACTACCACCATCTCTGACTGTATTACTTTCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607812 Chironominae sp.  water mite diet isolate 3591-BHL032417-GBD9077_4733-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607813 Chironominae sp.  water mite diet isolate 3702-BHL032417-GBD29105_19089-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAATGGAATTAGGTCA

TCCTGGATCATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCACTAACCTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607814 Chironominae sp.  water mite diet isolate 3770-BHL032417-GBD26980_8507-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGTTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGACTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607815 Chironominae sp.  water mite diet isolate 3791-BHL032417-GBD20811_14024-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCCGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGCCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTATTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTGATTTCTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607816 Chironominae sp.  water mite diet isolate 3876-BHL032417-GBD14307_3453-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCAT

CCTGTAACATTTATTGGGGATGACCATATTTATAATGTAATTTTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607817 Chironominae sp.  water mite diet isolate 3899-BHL032417-GBD23988_10666-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGAATTTGAATAATAACACCATCTCGAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607818 Chironominae sp.  water mite diet isolate 3915-BHL032417-GBD4754_23802-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATATGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTACTCCCCCCTTCATTAACTCTTTTACTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607819 Chironominae sp.  water mite diet isolate 4118-BHL032417-GBD16589_12611-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTTATTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCGCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATAGGATGTTTTGGAAATTGATTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACGTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607820 Chironominae sp.  water mite diet isolate 4183-BHL032417-GBD9074_4735-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCTGGTATAGTTGATACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGTAACCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607821 Chironominae sp.  water mite diet isolate 4184-BHL032417-GBD25578_21754-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTCTTTTTGGAGCTTGATCTGGTATCGTAGGTACTTCTTCAAGTATGCTAATTCGAGCAGTACTTGGACGA

CCTGGTACTTTTATTGGAGATGAACAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTGCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607822 Chironominae sp.  water mite diet isolate 4220-BHL032417-GBD20112_28211-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCACGAATAA

ATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACATTCAAGTACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607823 Chironominae sp.  water mite diet isolate 4258-BHL032417-GBD19177_10021-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCATAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607824 Chironominae sp.  water mite diet isolate 4354-BHL032417-GBD9902_4384-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATACTAATTCGAGCAGAATTAGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTATAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGGCTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607825 Chironominae sp.  water mite diet isolate 4388-BHL032417-GBD26617_8353-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATCTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTGATAGTT

ATGCCAATTTTAATTGGAGGATTTGGAAATTGATTTATTCCTTTAATGTTAGGTGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607826 Chironominae sp.  water mite diet isolate 4390-BHL032417-GBD13164_28466-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGAATGCTTATTTGAGCAGAATTTGGACGA

CCTGGTACTTTCATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607827 Chironominae sp.  water mite diet isolate 4393-BHL032417-GBD27606_17656-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTAGGACAT

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACCCTTCTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607828 Chironominae sp.  water mite diet isolate 4413-BHL032417-GBD14878_5815-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGACTA

CCTGGTACTTTTATTGGAGATGAGCATATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCACTTTTACTTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCAAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGACCAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607829 Chironominae sp.  water mite diet isolate 4414-BHL032417-GBD27819_10746-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGATTTATACCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607830 Chironominae sp.  water mite diet isolate 4429-BHL032417-GBD20862_15106-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTACTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAATTTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTACTAAAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607831 Chironominae sp.  water mite diet isolate 4822-BHL032417-GBD27242_19231-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGAC

CTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATGGTTAT

GCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAA

TAATATAAGCTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607832 Chironominae sp.  water mite diet isolate 4841-BHL032417-GBD21593_19042-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTATAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCTTTTTAATTGGAAGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTACCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGCGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607833 Chironominae sp.  water mite diet isolate 4876-BHL032417-GBD14900_25712-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGAC

GGCCAGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGAA

TAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR641103, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607834 Chironominae sp.  water mite diet isolate 4925-BHL032417-GBD24667_13068-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATATTGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCTCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607835 Chironominae sp.  water mite diet isolate 5011-BHL032417-GBD9226_19770-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607836 Chironominae sp.  water mite diet isolate 5127-BHL032417-GBD15149_12461-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGATAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTATCCTCGAATA

AACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTTAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607837 Chironominae sp.  water mite diet isolate 5230-BHL032417-GBD23410_15878-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAGTTCGAGCAGAACTTGGT

CACCCCGGATCTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACCGCTCACGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTATCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR159655, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607838 Chironominae sp.  water mite diet isolate 5260-BHL032417-GBD17624_28721-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGTTGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTAATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCATTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCCCCATCTCTAACCTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607839 Chironominae sp.  water mite diet isolate 5415-BHL032417-GBD23868_15266-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATCCGAATGGAATTATCTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCATGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607840 Chironominae sp.  water mite diet isolate 5730-BHL032417-GBD21181_14847-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTATTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTTTATGG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607841 Chironominae sp.  water mite diet isolate 5780-BHL032417-GBD5558_6972-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGATCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607842 Chironominae sp.  water mite diet isolate 5986-BHL032417-GBD17948_24871-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACATCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACGTCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCCTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607843 Chironominae sp.  water mite diet isolate 5987-BHL032417-GBD5535_13243-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATGGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACG

AATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607844 Chironominae sp.  water mite diet isolate 6034-BHL032417-GBD10465_15607-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGTATTAG

GACATCCTGTTACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAAAAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCGCTTCTTCTTTCTAGTTCCATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607845 Chironominae sp.  water mite diet isolate 6060-BHL032417-GBD9208_6394-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCATCTTTATCTCTTCTTCTATCAAGTTCTATTGCAGAAAATGGAGCTGG

AACA

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607846 Chironominae sp.  water mite diet isolate 6120-BHL032417-GBD22515_24116-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGTACTTTTATTGGAGACGACCAAATTTATAATTTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAATTCCTCTTATATTAGGAGCACCAGATGTAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCATTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607847 Chironominae sp.  water mite diet isolate 6137-BHL032417-GBD10445_5797-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGTTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATCTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCACTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607848 Chironominae sp.  water mite diet isolate 6207-BHL032417-GBD21671_27889-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATTTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTTGAGGTTTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCGGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607849 Chironominae sp.  water mite diet isolate 6237-BHL032417-GBD26255_21505-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGACTACTACCCCCTTCTCTATCTCTTCTTCTTTCTAGCTCTATCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607850 Chironominae sp.  water mite diet isolate 6247-BHL032417-GBD20176_6019-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTTTAACAGCTCATGATTTTATTATAATTTTTTTCAT

AGTTATACACATTTTAATTGGAGGATTTGGAAATTGATTAGTTTCTCTTATATTAGGAGCACCTGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607851 Chironominae sp.  water mite diet isolate 6345-BHL032417-GBD26773_22883-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTGTAATGTTATTGTAACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607852 Chironominae sp.  water mite diet isolate 6351-BHL032417-GBD29264_17564-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATGCTCATTTTAATTGGATGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCT

Using NCBI BLASTN in June 2018, this sequence was 96.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607853 Chironominae sp.  water mite diet isolate 6357-BHL032417-GBD18465_13029-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGCACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATAGCATTTCCTTGA

ATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607854 Chironominae sp.  water mite diet isolate 6373-BHL032417-GBD17025_12936-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTAGATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACCTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGATCACCAGATATAGCATTTCCTCG

AATAGATAATATAAGATTCTGATTACTTCCCCCTTCTTTAGCACTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607855 Chironominae sp.  water mite diet isolate 6393-BHL032417-GBD8128_14850-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTATGACAT

CCTGGAACTTTTATTGGAGACGATCAAATTTATAATGTTCTTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGACTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607856 Chironominae sp.  water mite diet isolate 6419-BHL032417-GBD10793_25933-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGAAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGAACAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCCCCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTAACCCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607857 Chironominae sp.  water mite diet isolate 6445-BHL032417-GBD26823_13829-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGATCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAAATAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATATTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCACTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTACCACTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607858 Chironominae sp.  water mite diet isolate 6457-BHL032417-GBD2155_15855-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAACGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCCCTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607859 Chironominae sp.  water mite diet isolate 6463-BHL032417-GBD28258_20381-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATATTAATCCGAGCGGAATTAGGTCATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCCCCATCTCTAACTTTATTACTAACAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607860 Chironominae sp.  water mite diet isolate 6479-BHL032417-GBD27141_9602-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGGGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAC

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTACTAATTTCTAGTTCTACTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607861 Chironominae sp.  water mite diet isolate 6495-BHL032417-GBD16821_4204-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCC

ATCCAGGAACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAACAATATAAGTTTTTGATTACTTCCTCCTTCTCTATCTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607862 Chironominae sp.  water mite diet isolate 6513-BHL032417-GBD8348_10630-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTATGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTAACTGCACATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTCATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATACTATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607863 Chironominae sp.  water mite diet isolate 6603-BHL032417-GBD18661_7848-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCGATATCGCTTCGTCGTTCTAATTCTATTGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR287540, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607864 Chironominae sp.  water mite diet isolate 6617-BHL032417-GBD10476_11456-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGGTATTTTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCCTTATCCCTTATTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607865 Chironominae sp.  water mite diet isolate 6646-BHL032417-GBD15259_6522-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTACTTTTGTAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCACATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGAATACTCCCCCCTTCTTTATCTCTTCGTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607866 Chironominae sp.  water mite diet isolate 6651-BHL032417-GBD26956_20954-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATACTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATCCTAATTCGAGTTGAATTAG

GACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAAAATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAAAATAAGATTCTGATTACTTCCCCCTTCTTTATCCCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607867 Chironominae sp.  water mite diet isolate 7018-BHL032417-GBD12997_5166-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATCTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607868 Chironominae sp.  water mite diet isolate 7080-BHL032417-GBD26534_12327-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTCA

TCCTGGTACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCTCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAACGTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607869 Chironominae sp.  water mite diet isolate 7083-BHL032417-GBD9770_24810-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTTGGAGCTTGATCCGGGATATTAGGAACCTCATTAAGCATATTAATCCGAACGGAATTAGGTCATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607870 Chironominae sp.  water mite diet isolate 7098-BHL032417-GBD19949_12491-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAACCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGAATATTACCACCATCTCTTACTGTATTACTTTCAAGAAGAATAGGAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607871 Chironominae sp.  water mite diet isolate 7101-BHL032417-GBD11969_7521-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTTATTAGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCCTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTTCCACCATCTCTTACTTTATTACTTTCAAGAAGAATAATAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607872 Chironominae sp.  water mite diet isolate 7112-BHL032417-GBD21821_19459-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTTTATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTGATCCGAACGGAATTAGGTCA

TCCTGGTACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTGGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTGTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607873 Chironominae sp.  water mite diet isolate 7114-BHL032417-GBD26265_23683-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGAGCTTGATCAGGTATTGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTTA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTGTTACCACTAATATTAGGAGCCCCTGATATGGTTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCAGCTCTTACTTTAGTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607874 Chironominae sp.  water mite diet isolate 7133-BHL032417-GBD13051_17902-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTGGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATAATAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTACTGGTGATGACCAAATTTTTAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAACAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607875 Chironominae sp.  water mite diet isolate 7141-BHL032417-GBD20182_8812-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTAGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCGTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTATCACCATCTCTTACTTTATTACCTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607876 Chironominae sp.  water mite diet isolate 7155-BHL032417-GBD24359_6827-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTTA

TACTGGAACATTTATTGGTGATGACAAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCCCCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607877 Chironominae sp.  water mite diet isolate 7158-BHL032417-GBD4315_17704-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTGTATTTTATTTTTGGAGCTTGATCAGGTATAGTATGAACTTCTTTATGTATATTAATCCGAACTGAATTAGGTCAT

CCTGGAACATTTATTTGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTGGGAGCCCCTGATATGGCTTTTCCACGAATAA

AAAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607878 Chironominae sp.  water mite diet isolate 7163-BHL032417-GBD17196_5254-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCT

TCCTGTAACATTTATTGTTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTGGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACTACCATCTCTTACTTTATTAATTTCAAGAAGAATAGTAGAAAATGGCGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607879 Chironominae sp.  water mite diet isolate 7169-BHL032417-GBD29551_16588-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTCTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACGGGAGGACTTGCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607880 Chironominae sp.  water mite diet isolate 7181-BHL032417-GBD20223_7219-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTCTATTTTTTGGAGCTTGATCAGATATAGTAGGAACTTCTTTTATCATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAGATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTGGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607881 Chironominae sp.  water mite diet isolate 7183-BHL032417-GBD27261_19875-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATGATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACACTACTACTTTCTAGTTCTATTGTAGAAAATGTAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607882 Chironominae sp.  water mite diet isolate 7184-BHL032417-GBD26914_16878-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAGTCCGAACGGAATTAGAACA

TCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607883 Chironominae sp.  water mite diet isolate 7189-BHL032417-GBD16246_2978-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

GCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATGGTTACTGCTCATGCTTTTATTATAATTTTTTTAATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAACATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607884 Chironominae sp.  water mite diet isolate 7190-BHL032417-GBD26905_19847-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCATGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTTGGAGCCCCTGATATGGCCTTTCCACGAATA

AATAATATAAGATTTTGACTATTACCCCCCTCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607885 Chironominae sp.  water mite diet isolate 7199-BHL032417-GBD24679_12308-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGACA

TCCTGGATCATTTATTGGTGATGACCAAATTTATAATGTAATTGCTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCATGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCACTTACCTTATTACTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607886 Chironominae sp.  water mite diet isolate 7203-BHL032417-GBD6498_25423-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGATCTTGATCAGATATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTATGTCTT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATCATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTAGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607887 Chironominae sp.  water mite diet isolate 7231-BHL032417-GBD13611_2955-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGGATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGGCA

ACCTGTAACATTTATTGGTTATGACCAAATTTATGATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607888 Chironominae sp.  water mite diet isolate 7236-BHL032417-GBD5345_17998-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTGTATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAGTCCGAACGGAATTAGGTCA

TCTTGGAACATTTATTGGTGTTGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGATCCCCTGATATGGCTGTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607889 Chironominae sp.  water mite diet isolate 7243-BHL032417-GBD23278_24562-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGTAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTAA

TACTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCCTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCATGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACATTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607890 Chironominae sp.  water mite diet isolate 7244-BHL032417-GBD23512_18768-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTGCTTCTTTAAGTATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCATTTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGGGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607891 Chironominae sp.  water mite diet isolate 7247-BHL032417-GBD22770_23622-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607892 Chironominae sp.  water mite diet isolate 7257-BHL032417-GBD5240_21329-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCACGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTAGTGATGCCCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTTGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGGTTATTACCACCATTTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607893 Chironominae sp.  water mite diet isolate 7258-BHL032417-GBD19427_22459-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGAATTTAGGTCA

TCCTGGAACATTTATTGGTTATGACCAAAATTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGCA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTATCACCATCTCTTACCTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607894 Chironominae sp.  water mite diet isolate 7259-BHL032417-GBD15470_27442-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TGCTAGTACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTTATATGGCTTTTCCCCGAATA

AATAATATAAGATTTTGATTATTTCCCCCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607895 Chironominae sp.  water mite diet isolate 7263-BHL032417-GBD6274_17007-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGAAGATGACCAAATTTATAATGTAATTGCTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAAATGGTTATTACCACTAATATTAGGAGCCCCTGATATGGTTTTTCCAGGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607896 Chironominae sp.  water mite diet isolate 7272-BHL032417-GBD18923_4051-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGATTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTTCTTCTTTCATGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607897 Chironominae sp.  water mite diet isolate 7273-BHL032417-GBD17732_3151-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGAAATTAGGTCA

TCCTGGAACATTTATTGGTTATGACCATATTTATAATGGAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCATGATATGGCTTTTCCACGAATA

AATAAAATAAGATTTTGATTATTACCCCCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607898 Chironominae sp.  water mite diet isolate 7277-BHL032417-GBD19422_28533-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGTTTGATCCGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGATTTAGGTCA

TCCCGGAACATTCATTGGTGATGACCAAATTTATAATATAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607899 Chironominae sp.  water mite diet isolate 7278-BHL032417-GBD23041_9921-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATCCGAACGGAATTAGATCA

TCCTGTAGCATTTATTTGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGACCCTGATATGGCCTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607900 Chironominae sp.  water mite diet isolate 7280-BHL032417-GBD20936_19530-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTATTTATGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGAAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTGATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607901 Chironominae sp.  water mite diet isolate 7288-BHL032417-GBD14028_11712-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTCGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGTAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTAGTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATGTGGAAATTGGTTATTACCACTAATATTAGGAGCCACTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTAGTACGTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607902 Chironominae sp.  water mite diet isolate 7291-BHL032417-GBD6855_13797-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTCA

CCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCCTACATTATTACAATCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607903 Chironominae sp.  water mite diet isolate 7294-BHL032417-GBD23866_24163-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATCTTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTTA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCGCTTACTTTATTATTTGCAAGAAGAAGAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607904 Chironominae sp.  water mite diet isolate 7297-BHL032417-GBD11528_4531-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGTTCAGGTATAGTAGGAACTTCTTTATGAATATTAATCCGAACGGAATTAGGTAA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGTTTTTCCACGAATA

AATAATATAAGATTGTGATTATTACCACCATATCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607905 Chironominae sp.  water mite diet isolate 7304-BHL032417-GBD17988_10628-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTTCTTTTTGGAGCTTGATCCGGAATAGTATGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGGCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACATTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607906 Chironominae sp.  water mite diet isolate 7311-BHL032417-GBD13316_13893-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCGTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGATATTGGTTATTACCACTAATATTAGGAGCCCCTGAAATGGCATTTCCACGAAT

AAATAATATAAGATTTTGATTATTAACACCATCTCTTACTTTATTACTTTCAAGAAGAATAGGAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607907 Chironominae sp.  water mite diet isolate 7314-BHL032417-GBD20888_8670-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGGGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTACTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTACAGTA

ATACCTATTTTAATTGGAGGATTTAGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGTTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACTACCATCTCTTACTTTATTATTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607908 Chironominae sp.  water mite diet isolate 7328-BHL032417-GBD5050_22657-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTTGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTACTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGATATTACCGCTAATATTAGGAGCCCCTGATATGGCTGTTCCACGCAT

AAATAATATAAGATTTTGATTAGTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607909 Chironominae sp.  water mite diet isolate 7332-BHL032417-GBD26231_7287-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTATGAGACCATGATATGGCTTTTCCACGAATG

AATAATATAAGATTTTGATTATGACCACCATATCTTACTTTATTACGATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607910 Chironominae sp.  water mite diet isolate 7334-BHL032417-GBD22438_3788-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATCATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TTCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTAGAAATTGGTTATTACCACTGATATTAGGAGCCCATGATATGGCTTTTCCACGAAT

GAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607911 Chironominae sp.  water mite diet isolate 7336-BHL032417-GBD17639_20285-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATGTTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TACTGGAAAATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGACCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTCGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAAAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607912 Chironominae sp.  water mite diet isolate 7341-BHL032417-GBD11185_17563-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTTATCCGAACGGAATTAGGACA

TCCTGAAACATTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACTGCTCATGCTTTTATTATAATTTTTCTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCTTCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607913 Chironominae sp.  water mite diet isolate 7353-BHL032417-GBD16370_4595-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAATATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGTTATGACCACATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACAACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGGTTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607914 Chironominae sp.  water mite diet isolate 7356-BHL032417-GBD3821_9251-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCGTTAAGAATATTAATCCGAACGGAATTACGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTGTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607915 Chironominae sp.  water mite diet isolate 7357-BHL032417-GBD18685_21996-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTTATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATCTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATCACTTTCAAAAAGAATAGTAGAAAAAGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607916 Chironominae sp.  water mite diet isolate 7358-BHL032417-GBD21462_10840-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTCTATTTTATTTTTGGTGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGTTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACATTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607917 Chironominae sp.  water mite diet isolate 7371-BHL032417-GBD23905_19804-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTCTATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGCATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATCATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGACTATTACCACCATCTCTTACGTTAGTACTGTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607918 Chironominae sp.  water mite diet isolate 7376-BHL032417-GBD8542_3862-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAACGGAACTAGGTCAT

CCTGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTTTTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607919 Chironominae sp.  water mite diet isolate 7377-BHL032417-GBD11716_11061-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGGGCTTGATCAGGTATAGTAGGAACTTCTTTAAGCATATTCATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCCCTGATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGTTTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607920 Chironominae sp.  water mite diet isolate 7391-BHL032417-GBD25159_24521-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGAAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTTATGATTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGGTCATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCAGCACTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607921 Chironominae sp.  water mite diet isolate 7392-BHL032417-GBD25832_6102-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATCCGAACGAAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTATTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTAGAAATTGATTATTACCACTAATATTAGGAGCCTCTGATATGGCTTTTCCACGAGTA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607922 Chironominae sp.  water mite diet isolate 7393-BHL032417-GBD21466_16721-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTATGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAA

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCACGAAAAATAGTAGAAAATGGAGCTAGAAC

TGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607923 Chironominae sp.  water mite diet isolate 7400-BHL032417-GBD2127_14708-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGGTCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGATATTAAGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTAGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATATTGATTATTACCACCAGCTCTTACTTTATTACTGTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607924 Chironominae sp.  water mite diet isolate 7404-BHL032417-GBD29571_16229-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCAGAACGAAATTAGGTCA

TCCTGGAACATATATTGGTGATAACCAAATTTATAATGTAATTGTTACTGATCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATACTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATCATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607925 Chironominae sp.  water mite diet isolate 7405-BHL032417-GBD16502_5618-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTTGTTATTACCACTAATATTAGGAGCCCCTGATATGTCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTCGAAACTG

Using NCBI BLASTN in June 2018, this sequence was 98.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607926 Chironominae sp.  water mite diet isolate 7410-BHL032417-GBD21820_7515-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACTGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCATGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGACTATTGCCACCATCACTTACTTTATTACTTGCAAGAAGAACAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607927 Chironominae sp.  water mite diet isolate 7420-BHL032417-GBD25331_20580-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTCATTCGAGCGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGCAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCTCGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607928 Chironominae sp.  water mite diet isolate 7421-BHL032417-GBD9957_17083-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAACTAGGTCAT

CCTGGATCATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCTACGAATAA

ATAATATAAGATTTAGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607929 Chironominae sp.  water mite diet isolate 7424-BHL032417-GBD23595_25330-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTACGAATATTAATCCGAATGGCATTCGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTGATTACCACTAATATTAGGATCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATGTTGATTATTACCACCATCTCTTACTTGATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607930 Chironominae sp.  water mite diet isolate 7441-BHL032417-GBD18766_15653-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATCCGAACGGAATTAGGACA

TCCTGGAACATTAATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCTCTAATATTAGGAGACCCTGATATGGCTTTTCCTCGAATA

AATAATATAAGATTTTGATTACTACCACCATCTCTTACATTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607931 Chironominae sp.  water mite diet isolate 7442-BHL032417-GBD13586_12020-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCATATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATATTGATTATGACCACCATCTCTTGCGTTATTACTGTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607932 Chironominae sp.  water mite diet isolate 7443-BHL032417-GBD16205_20363-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGGGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGTTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTACTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGTCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGACTATTACCACCATCTCTTACTTTATTACGTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607933 Chironominae sp.  water mite diet isolate 7451-BHL032417-GBD24797_15238-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATAATAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTAATGACCAAATTTATAATGTTATTGTTACTACTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATATTAATTGGAGGATTTGGAAATTGATTATTACCTCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTAATACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607934 Chironominae sp.  water mite diet isolate 7453-BHL032417-GBD8931_14781-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCCTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

GTACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACAAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAGGAAGAATAGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607935 Chironominae sp.  water mite diet isolate 7456-BHL032417-GBD19438_26398-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGATATTGGTTATTACCACTAATATTAGTAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCTCCATCTCTTACTTTATTACTGTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607936 Chironominae sp.  water mite diet isolate 7458-BHL032417-GBD7437_24680-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGTTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTTTTGGTGATGACCAAATTTATAATGTAATTGTTACTGTTCATGCTTTTATTATAATTTTTTTAATAGTA

CTACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607937 Chironominae sp.  water mite diet isolate 7464-BHL032417-GBD14753_4054-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATGTTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACTACCATCTCTTACTTCATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607938 Chironominae sp.  water mite diet isolate 7470-BHL032417-GBD23843_4143-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGTAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGATCATTCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATGTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTGATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607939 Chironominae sp.  water mite diet isolate 7472-BHL032417-GBD15734_6484-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCG

TTCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGATCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACCTTCAAGAAGAATAGTAGCAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607940 Chironominae sp.  water mite diet isolate 7473-BHL032417-GBD16992_2215-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCCTTTATTATAATTTTTTTAATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGGTTATTACCACTATCTCTTACTTTATTTCTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACC

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607941 Chironominae sp.  water mite diet isolate 7474-BHL032417-GBD19602_13428-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTATTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATATATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGTAGTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCATGATATGGCTTCTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCTTCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607942 Chironominae sp.  water mite diet isolate 7483-BHL032417-GBD20497_4839-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAATAATATTAATTTGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAGATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGTTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607943 Chironominae sp.  water mite diet isolate 7485-BHL032417-GBD5593_7114-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAATGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAGTTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCTCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTAATTTCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607944 Chironominae sp.  water mite diet isolate 7486-BHL032417-GBD29166_18597-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGATCATTTATTGGTGACGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTACCACTAATATTAGGAGCCCCTGATATAGCTTTACCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTGCTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607945 Chironominae sp.  water mite diet isolate 7488-BHL032417-GBD26564_18826-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCAT

CCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGGTTTGGAAACTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGACTATTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607946 Chironominae sp.  water mite diet isolate 7511-BHL032417-GBD19643_13418-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCCGGTGTAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGACCATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCATCATCTCTTACTTTATTACGTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607947 Chironominae sp.  water mite diet isolate 7515-BHL032417-GBD2253_14461-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTAGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCATATTTATAATGTAAGTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTCATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

ATTAATATATGATTTTGATTATTTCCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607948 Chironominae sp.  water mite diet isolate 7642-BHL040517-GBD18331_3462-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAATTTTACAATGTAATTGTCACAGCAGACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGCTTTTGGAAAATGACTTTTTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTTCTTTCAAGTTCTATTGTAGAAAATGGCGCTGGACCAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607949 Chironominae sp.  water mite diet isolate 7681-BHL040517-GBD22746_9964-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTGAGTATGTTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCCGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607950 Chironominae sp.  water mite diet isolate 7707-BHL040517-GBD25719_15438-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGAATGCTAATTCGAGTAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCCTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607951 Chironominae sp.  water mite diet isolate 7744-BHL040517-GBD9071_10099-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGA

CCTTGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACCTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607952 Chironominae sp.  water mite diet isolate 7752-BHL040517-GBD24691_23057-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCTGGTATAGTAGGTTCTTCTTTACGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGTAGATGACCAAATGTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607953 Chironominae sp.  water mite diet isolate 7788-BHL040517-GBD26981_21108-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGT

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTCACAGCATATGCTTTTATTATAATTTTTTTCATAGTTA

TGCCCATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGCTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607954 Chironominae sp.  water mite diet isolate 7816-BHL040517-GBD6943_19462-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTATGTATACTAATTCGTGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAACTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCATTAATGTTAGTAGCCCCAGATATGGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACACTTTTACTTTCAAGTACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607955 Chironominae sp.  water mite diet isolate 7825-BHL040517-GBD5166_23608-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCCGGTATAGTGGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGAGATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607956 Chironominae sp.  water mite diet isolate 7833-BHL040517-GBD17765_27076-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTGCCTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607957 Chironominae sp.  water mite diet isolate 7895-BHL040517-GBD28561_19865-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGCTTTTGGAAATTGATTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTATTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607958 Chironominae sp.  water mite diet isolate 7899-BHL040517-GBD16914_10466-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCCTGCTCGGGGATAGTAGGGACATCCCTATGAATACTAATTCGTGCTGAATTAGGTCA

ACCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACATCCCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTGTTACTTTCGAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR670143, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607959 Chironominae sp.  water mite diet isolate 7939-BHL040517-GBD29232_17770-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGTAGAACTTGGACGA

CCTGGCACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGTTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCTCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGGTTTTGACTACTTCCCCCTACATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607960 Chironominae sp.  water mite diet isolate 7944-BHL040517-GBD27141_8181-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGTC

CTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACTGCATACGCTTTTATTATAATTTTTTTTATAGTTAT

GCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCACGAATAAA

TAATATAAGATTTTGACTACTTCCCCCTTCATTAACTCTATTACTTTCAAGTACTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607961 Chironominae sp.  water mite diet isolate 7948-BHL040517-GBD7519_10228-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGGATATTAGGTACTTCTTTAAGTATATTAATTCGAGCAAAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTGATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGAAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607962 Chironominae sp.  water mite diet isolate 7959-BHL040517-GBD20870_8804-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCATTTGGAAATTGATTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTTGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607963 Chironominae sp.  water mite diet isolate 7978-BHL040517-GBD13726_27498-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATCCCTCTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTCTGACTTCTTCCCCCTTCATTAACTCTTTTTCTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607964 Chironominae sp.  water mite diet isolate 7995-BHL040517-GBD28694_15107-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGTCA

CCCAGGAACATTATTTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AATAATATAAGGTTCTGATTACTCCCTCCTACTCTATCTCAGGTACTTTCTAGTACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR670143, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607965 Chironominae sp.  water mite diet isolate 8005-BHL040517-GBD8362_25074-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGTCTGATCGGGGATAGTAGGGACATCCCTTAGAATACTAATTCGTGTTGAATTAGGTCA

CCCAGGAACATTAATTGGAGACGACCAAATTTATAATGCAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTACTCTTTTACTTTCTAGTGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR670143, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607966 Chironominae sp.  water mite diet isolate 8006-BHL040517-GBD26361_14896-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTCTAATTCGAGCAGAACTTGGACGC

CCTGGTTCTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTTACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACGGTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607967 Chironominae sp.  water mite diet isolate 8011-BHL040517-GBD6473_24183-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAATAATACTAATTCGTGCTGAATTATGTCA

CCCAGGAACATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTT

ATCCCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AATAATATAAGATTCTGATTACTCCCACCTTCTCTTTCTCTTTTACTGTCTAGTGCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR670143, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607968 Chironominae sp.  water mite diet isolate 8073-BHL040517-GBD22066_22118-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACTTCCCTAAGAATATTAATTCGTGCTGAATTAGGTC

ACGCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGCTTTGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTATTACTTTATAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR658416, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607969 Chironominae sp.  water mite diet isolate 8081-BHL040517-GBD22101_5566-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAAGTACTTCTTTTTGTATGCTAATTCGAGCAGAACTTGGTCGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATGTAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTGTTACTTTCAAGTTCTAGTGTAGAAGATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607970 Chironominae sp.  water mite diet isolate 8135-BHL040517-GBD29241_13313-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATACTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAAATGATCAAATTTATAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTCATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607971 Chironominae sp.  water mite diet isolate 8168-BHL040517-GBD14825_4527-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACAATATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAAATTTTTTCATAGTTA

TTCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATTTGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGACCAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607972 Chironominae sp.  water mite diet isolate 8176-BHL040517-GBD23098_27125-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTGTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGTGCAGAACTTGGACGA

CCTGGTACTTTTATTGGATATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATGAACAATTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAGCAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607973 Chironominae sp.  water mite diet isolate 8178-BHL040517-GBD19028_18432-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACAATATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTATTTAAGTATGCTATTTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAGAATTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTAGAGGTTTTGGAAATTGACTTGTTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACGG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607974 Chironominae sp.  water mite diet isolate 8180-BHL040517-GBD25219_21068-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATATTAATTCGAGCTGAGTTAGGTCA

CCCAGGAACATTTATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATTCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCGGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR670143, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607975 Chironominae sp.  water mite diet isolate 8181-BHL040517-GBD9861_5610-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCTGATATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGAC

CTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCTTACGCTTTTATTATAATTTTTTTCATAGTTAT

GCCAATTTTAATTGGAGCTTTTGGGAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAA

TAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607976 Chironominae sp.  water mite diet isolate 8192-BHL040517-GBD12007_6908-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTAATTCGCGCAGAACTTGGACGA

CTTGGTACTTTTTTTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCATCATTAACTCTTTTACTTTCAAGTGCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607977 Chironominae sp.  water mite diet isolate 8201-BHL040517-GBD29215_18126-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCAGTAACGCGGGGACTTGCAAATTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607978 Chironominae sp.  water mite diet isolate 8224-BHL040517-GBD19819_15645-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAACAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTACTTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTCATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTTCTTCCCCCTTCATTAACTCTTTTACTCTCAAGTGCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607979 Chironominae sp.  water mite diet isolate 8232-BHL040517-GBD21688_15577-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTCGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACATTGTAATTGTCACAGCTTACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATCTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTACTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607980 Chironominae sp.  water mite diet isolate 8237-BHL040517-GBD19481_22646-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAGTGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGTCCCAGATATGGCTTTCCCACGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTCCTTTCAAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607981 Chironominae sp.  water mite diet isolate 8274-BHL040517-GBD12938_10193-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGCGCTTGATCTGGTATAGTAGGTACTTCTTTATGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTCATAGTTA

TGCCAATTTTAATTTGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTCACTTTCAAGTACGATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607982 Chironominae sp.  water mite diet isolate 8276-BHL040517-GBD22727_21881-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATATTTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTGAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCGTCCCCCTTCATTAACACATTTACAATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607983 Chironominae sp.  water mite diet isolate 8278-BHL040517-GBD20117_22035-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGTCGA

CCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTCACAGCATACGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607984 Chironominae sp.  water mite diet isolate 8292-BHL040517-GBD18764_15205-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTATGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTACTTTAATGTTAGGAGTCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCCGTTAGTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607985 Chironominae sp.  water mite diet isolate 8377-BHL101416-GBD14042_8283-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACCTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607986 Chironominae sp.  water mite diet isolate 8443-BHL101416-GBD25020_21069-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATCCTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCCTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATACCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607987 Chironominae sp.  water mite diet isolate 8457-BHL101416-GBD21822_12813-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGCAATTGATTTGTTCCTCTTATATTAGGAGCACCAGATATAGCTTTTCCTCG

CATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607988 Chironominae sp.  water mite diet isolate 8559-BHL101416-GBD9541_20977-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607989 Chironominae sp.  water mite diet isolate 8567-BHL101416-GBD19335_10507-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTTAGTATATTAATTCGAGCCGAACTTTGCCAT

CCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAA

ACAATATAAGATTTTGATTACTTCCTCCATCTCTAACTCTTCTTCTTTCAAGTGCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607990 Chironominae sp.  water mite diet isolate 8577-BHL101416-GBD28072_9561-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGACTTGTTCCTCTTATATTAGGAGCCCCTGATATAGCATTTCCTCGAAAA

AACAATATAAGTTTTTGATTACTTCCTCCGTCTCTAACTCTTCTTCTTTCAAGGTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607991 Chironominae sp.  water mite diet isolate 8594-BHL101416-GBD26842_19823-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTTATTCGAGCCGAACTTGGACA

TCCAGGTACCTTTATTGGAGATGACCAATTTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCACTGATATAGCTTTTCCTCGAATA

AACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607992 Chironominae sp.  water mite diet isolate 8687-BHL101416-GBD20804_11330-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACAAGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCCTTTACTTTCAAGTACTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607993 Chironominae sp.  water mite diet isolate 8712-BHL101416-GBD12978_15963-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGATCCGAACTTGGACA

TCCAGGTACCTTTATTGGAGATGACCATATTTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATATTAGGAGCCCCTGATATAGCCTTTCCTCGAATA

AACAATATAAGTTTTTGATTACTTCCCCCATCTCTAACTCTTCTTCTTTCAAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607994 Chironominae sp.  water mite diet isolate 8758-BHL101416-GBD13478_4062-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGAACAGGAATGGTAGGAACTTCTTTAACTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTATACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAAA

AACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607995 Chironominae sp.  water mite diet isolate 8836-BHL101416-GBD20499_22477-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACACGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCCATTACTATCAAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW607996 Chironominae sp.  water mite diet isolate 8845-BHL101416-GBD24350_13450-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATCAATTCGAGCCAAACTTGGCCA

TCCAGTTACCTTTATTGGAGATGACCAAATTTATAATGTTATTTTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTTA

TATCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAA

ACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607997 Chironominae sp.  water mite diet isolate 8859-BHL101416-GBD12024_10063-Lq60 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACTCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607998 Chironominae sp.  water mite diet isolate 8860-BHL101416-GBD6677_6768-Lq60 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACAT

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW607999 Chironominae sp.  water mite diet isolate 8868-BHL101416-GBD14385_12856-Lq60 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAG

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTACAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608000 Chironominae sp.  water mite diet isolate 8913-BHL032417-GBD1918_17148-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTCCTTCTTTAAGTATGCTAATTCGAGCAGAACTTTGACG

ACCTTGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACAAGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGACCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCACCTTCATGAACGCTTTTACTTTCAAGTTCTATTGTAGAAAATGGGGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608001 Chironominae sp.  water mite diet isolate 8925-BHL032417-GBD13069_5788-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTCTGGAAATTGACTCATTCCTTTAATGTTAGGAGCCCCAGATATGACTTTCCCTCGAATAA

ACAATATAAGTTTTTGACTTCTTCCCCCTTCATTATCTCTTTCACTTTCAAGTTCTATTGTAGAAAATGGCGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608002 Chironominae sp.  water mite diet isolate 8931-BHL032417-GBD28408_10021-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCCCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTATCAAGTACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608003 Chironominae sp.  water mite diet isolate 8933-BHL032417-GBD15237_12236-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAACTTGATCAGGAATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGTAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608004 Chironominae sp.  water mite diet isolate 8935-BHL032417-GBD8067_4625-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTAATTCGAGCAGAACTTGGACGACC

TGGTACTTTTATTGGAGGTGACCAAATTTACAATGTCATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATG

CCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAAT

AATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449442, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608005 Chironominae sp.  water mite diet isolate 8953-BHL032417-GBD29587_16233-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGACCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTAATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCGATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTCTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608006 Chironominae sp.  water mite diet isolate 8961-BHL032417-GBD21989_6556-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGAATGTTAATTCGAGCAGAACTTGGACTA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTATAATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCATTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTATTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608007 Chironominae sp.  water mite diet isolate 8964-BHL032417-GBD10629_22769-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGATTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608008 Chironominae sp.  water mite diet isolate 8968-BHL032417-GBD24783_10221-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAATTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTTATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAACTGACTTATTCCTTTAATGTTAGGAGCCCCAGATAGAGCTTTCCCTCGAATA

AATAATATAAGTTTCTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAAAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608009 Chironominae sp.  water mite diet isolate 8969-BHL032417-GBD14043_12745-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAATTTGGACAA

CCAGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTACCCCCTTCATTAACTCTTTTTCTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608010 Chironominae sp.  water mite diet isolate 8971-BHL032417-GBD16761_17696-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAACTTGGACGACC

TGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATG

CCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAAT

AATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG449442, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608011 Chironominae sp.  water mite diet isolate 8974-BHL032417-GBD8673_21721-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGATTGCTAATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTGTTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTATTACTATCAAGTTCTGTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608012 Chironominae sp.  water mite diet isolate 8978-BHL032417-GBD23596_13742-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

ACTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGGTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTGGCAAGTACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608013 Chironominae sp.  water mite diet isolate 8981-BHL032417-GBD9641_9711-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTCTAATTCGAGCAGAACTTGGTCGA

GCTGGTTCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTATTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608014 Chironominae sp.  water mite diet isolate 8984-BHL032417-GBD15778_22569-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACCATTTCCCCCTTCATTAACCCTTTTACTATCAAGATCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608015 Chironominae sp.  water mite diet isolate 8990-BHL032417-GBD19249_6474-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGC

CCTGGTACATTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGTGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTACCCCCTTCATTAACCCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608016 Chironominae sp.  water mite diet isolate 8998-BHL032417-GBD10333_15435-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACAG

CCTGGTACTTTTATTGGTGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTTTTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCACGAATAA

ATAATATAAGATTTTGACTACTTCCCCCTTCATTAACTCTATTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608017 Chironominae sp.  water mite diet isolate 8999-BHL032417-GBD19108_18382-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCATTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATACCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCTTCATTAACTCTATTACTTTCATGTGCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608018 Chironominae sp.  water mite diet isolate 9003-BHL032417-GBD23813_3925-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTAGGACAA

CCTGGTACTTTTACTGGAGATGATCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTAA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTCTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTATTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608019 Chironominae sp.  water mite diet isolate 9006-BHL032417-GBD27515_16036-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATACTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACCGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCTATTTTAATTGGAGGTTTTGGAAATTGATTAATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608020 Chironominae sp.  water mite diet isolate 9007-BHL032417-GBD27131_15104-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAT

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTTATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTAGTTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608021 Chironominae sp.  water mite diet isolate 9008-BHL032417-GBD12000_18447-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGTGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTCATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608022 Chironominae sp.  water mite diet isolate 9011-BHL032417-GBD26735_17731-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAATAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTAGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTACCCCCTTCACTAACTCTATTACTTTCAAGTACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608023 Chironominae sp.  water mite diet isolate 9019-BHL032417-GBD22886_5269-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTCTAATTCGAGCAGAACTTGGTCGA

CCTGGTTCTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTTTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608024 Chironominae sp.  water mite diet isolate 9025-BHL032417-GBD9188_14695-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTAAAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTTTTCCTTTAATATTAGGAGCCCCAGATATGGCCTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608025 Chironominae sp.  water mite diet isolate 9031-BHL032417-GBD19983_17977-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCTGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACACGCATTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608026 Chironominae sp.  water mite diet isolate 9034-BHL032417-GBD12164_17916-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCCCCAATAA

AAAATATAAGTTTTTTACCTCCCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608027 Chironominae sp.  water mite diet isolate 9036-BHL032417-GBD25934_11313-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGCGCTTGATCTGGTATAGTAGGTACTTCTTTATGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTACATTAACTCTGTTACCTTCAAGTTCTATTGTAGAAAATGGAGCTGAAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608028 Chironominae sp.  water mite diet isolate 9038-BHL032417-GBD11848_23144-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTCTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTAGTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608029 Chironominae sp.  water mite diet isolate 9041-BHL032417-GBD19903_26659-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTACTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR159655, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608030 Chironominae sp.  water mite diet isolate 9047-BHL032417-GBD21542_7101-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGAATGCTTATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGTAGCACCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608031 Chironominae sp.  water mite diet isolate 9052-BHL032417-GBD8138_4440-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTATTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGAGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTACAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACACTATTACTTTCAAGTACTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608032 Chironominae sp.  water mite diet isolate 9055-BHL032417-GBD4743_8405-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGT

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATACCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTCCCCCCATCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608033 Chironominae sp.  water mite diet isolate 9059-BHL032417-GBD28547_11131-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

ACTGGAACATTTATTGGATATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608034 Chironominae sp.  water mite diet isolate 9069-BHL032417-GBD7692_9732-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTCCTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGAAGGTTTTGGAAATTGACTAATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATAAAAGTTTTTGACTTCTTCCTCCTTCATTAACTCTTTTACTTCCAAGTTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608035 Chironominae sp.  water mite diet isolate 9070-BHL032417-GBD24855_15207-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTCTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACTGCACACGCATTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTGCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608036 Chironominae sp.  water mite diet isolate 9072-BHL032417-GBD2058_12406-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTACTTGTCACAGCACATGCTTTTATAATAATTTTTTTTATAGTTA

TTCCCATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTGCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608037 Chironominae sp.  water mite diet isolate 9077-BHL032417-GBD28122_14951-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCATGATCTGGAATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTGTTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608038 Chironominae sp.  water mite diet isolate 9079-BHL032417-GBD13413_18270-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTAGGAGCTTGATCTGGAATAATAGGTACTTCTTTAAGAATGCTAATTCGAGTAGAACTTGGACAA

CCTGGTACTTTTATTAGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTGCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608039 Chironominae sp.  water mite diet isolate 9082-BHL032417-GBD26916_10132-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACTGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTCGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCACTAACTCTTTTACTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608040 Chironominae sp.  water mite diet isolate 9086-BHL032417-GBD24328_10274-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTTATTCGAGCAGAACTTGGACGA

CTTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGATTTTTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608041 Chironominae sp.  water mite diet isolate 9092-BHL032417-GBD21548_25101-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGACCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCT

GGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATCATAATTTTTTTTATAGTTATGC

CAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAATA

ATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.1% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608042 Chironominae sp.  water mite diet isolate 9093-BHL032417-GBD9848_12179-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGACTAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATACCTTTAATGTTAGGTGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608043 Chironominae sp.  water mite diet isolate 9101-BHL032417-GBD22149_10953-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTTTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGTAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTATTACTTTCAAGTACTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608044 Chironominae sp.  water mite diet isolate 9105-BHL032417-GBD18956_13287-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAATAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTAGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGACAATTTTAATTGGAGGGTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCATTCCCTCGAATA

GATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTATTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608045 Chironominae sp.  water mite diet isolate 9108-BHL032417-GBD20361_8040-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGCTCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTGTTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCGTCCCCCGTCAGTAACACTTTTACTGTCAAGTTCTAGTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608046 Chironominae sp.  water mite diet isolate 9110-BHL032417-GBD16808_4565-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTACTGTAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTTCTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608047 Chironominae sp.  water mite diet isolate 9116-BHL032417-GBD19273_21299-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGAACTTTTACTGGAGACGACCAAATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTCTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608048 Chironominae sp.  water mite diet isolate 9120-BHL032417-GBD16868_5397-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGAATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACTA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCCATTTTAATTGGAGGGTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATTGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTATCTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608049 Chironominae sp.  water mite diet isolate 9122-BHL032417-GBD11547_13038-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

ACTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCACCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTGCATTAACCCTTTTACTATCAAGTGCTACAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608050 Chironominae sp.  water mite diet isolate 9132-BHL032417-GBD20887_22971-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACACGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAGATTGATTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTACCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608051 Chironominae sp.  water mite diet isolate 9135-BHL032417-GBD22801_18141-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGA

CCTAGTACTTTTACTGGAGATGATCAAATTTACAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTATTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608052 Chironominae sp.  water mite diet isolate 9142-BHL032417-GBD17176_26256-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCCTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTATTACTATCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608053 Chironominae sp.  water mite diet isolate 9144-BHL032417-GBD16359_4662-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGC

CCTGTTACTTTTACTGTAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTCCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTTGAACCGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608054 Chironominae sp.  water mite diet isolate 9145-BHL032417-GBD21191_19095-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

ACTGGTACTTTTATTGGAAATGACCAAATTTATAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCTGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTGTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608055 Chironominae sp.  water mite diet isolate 9148-BHL032417-GBD11484_20941-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCTCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608056 Chironominae sp.  water mite diet isolate 9152-BHL032417-GBD26499_8539-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAGATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCCTTCCCTCGAATAA

AGAATATAAGATTTTGACTACTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608057 Chironominae sp.  water mite diet isolate 9156-BHL032417-GBD22034_19644-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGAGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTACTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATACAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGAAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608058 Chironominae sp.  water mite diet isolate 9169-BHL032417-GBD25106_12169-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTTATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGACTTGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608059 Chironominae sp.  water mite diet isolate 9174-BHL032417-GBD6286_21324-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGAACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTCTGACTTCTTCCCCCTTCATTAACTCTATTGCTTTCAAGTGCTATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608060 Chironominae sp.  water mite diet isolate 9179-BHL032417-GBD9094_21679-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGAAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACCACGTCCCCCTTCATTAACACTTTTTCTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608061 Chironominae sp.  water mite diet isolate 9181-BHL032417-GBD25971_24191-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGT

CCTGGCACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCCATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTCCTTCCCCCTTCATTAACTCTTTTACGATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608062 Chironominae sp.  water mite diet isolate 9183-BHL032417-GBD21755_22272-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCATGCTTTTATTATAATTTTTTTTATAGTCA

TACCAATTTTAATTGGAGGTTTTGGAAATTGATTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTGTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608063 Chironominae sp.  water mite diet isolate 9185-BHL032417-GBD14330_3415-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGTACTA

CCTGGTACTTTTAATGGAGATGACCATAGTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGTAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAATTCTATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608064 Chironominae sp.  water mite diet isolate 9188-BHL032417-GBD26474_20263-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGTTAATTCGAGCAGAACTTGGACGA

CCTGGTTCTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACCGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATTTTTGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACTCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608065 Chironominae sp.  water mite diet isolate 9190-BHL032417-GBD4596_23615-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACCTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTACAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGTCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608066 Chironominae sp.  water mite diet isolate 9191-BHL032417-GBD23175_8216-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAATAGGCACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTAGAGATGACCAAATTTATAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608067 Chironominae sp.  water mite diet isolate 9192-BHL032417-GBD26913_9613-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGT

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCACACGCATTTATTATAATTTTTTTCATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATGCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608068 Chironominae sp.  water mite diet isolate 9196-BHL032417-GBD18555_13297-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTTGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGA

CCTGGTATTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAACAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608069 Chironominae sp.  water mite diet isolate 9199-BHL032417-GBD14270_2893-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATCCGAGCAGAACTTGGACGA

CCTGTTACTTTTATTTGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTCTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAATTCTATTGTAGCAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608070 Chironominae sp.  water mite diet isolate 9209-BHL032417-GBD17807_25978-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTCGGACGA

ACTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTATTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608071 Chironominae sp.  water mite diet isolate 9213-BHL032417-GBD4773_11673-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTACTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCTGAACTTGGACGA

CCTGGTACCTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATCGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCCTTTACTTTCAAGTTCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608072 Chironominae sp.  water mite diet isolate 9214-BHL032417-GBD24226_24806-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTAGAGATGACCAAATTTATAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTGTTCCTTTAATGTTAGGTGCTCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACGCTATTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608073 Chironominae sp.  water mite diet isolate 9216-BHL032417-GBD16922_26802-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGAATAGTAGGTACTTCTTTAAGAATGCTAATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGATTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608074 Chironominae sp.  water mite diet isolate 9218-BHL032417-GBD10822_19513-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTGTTCCTTTAATATTAGGAGCCCCTGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608075 Chironominae sp.  water mite diet isolate 9219-BHL032417-GBD19291_21287-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGCTCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTACTGGAGACGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTCGCCCTCGAATA

AATAATATAAGTTATTGACTTCTTCCCCCTTCATTAACTCTTTTACTGTCAAGTGCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608076 Chironominae sp.  water mite diet isolate 9220-BHL032417-GBD23920_21569-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAT

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGTGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGGTTTTGAATACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACTATTGTAGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608077 Chironominae sp.  water mite diet isolate 9226-BHL032417-GBD6465_13834-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTAATTCGAGCAGAACTTTGACGA

CCAGGTACTTTTATTGGATATGACCAAATTTATAATGTAATTGTCACTGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608078 Chironominae sp.  water mite diet isolate 9228-BHL032417-GBD19052_13301-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCTATTTTAATTGGTGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCATCATTAACTCTTTTACTATCAAGTACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608079 Chironominae sp.  water mite diet isolate 9230-BHL032417-GBD13002_13625-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTCTAAGTATGTTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTCTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608080 Chironominae sp.  water mite diet isolate 9240-BHL032417-GBD28520_19499-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTATTTAAGTATGCTAATTCGAGCAGATCTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTTTTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACTCTATTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608081 Chironominae sp.  water mite diet isolate 9242-BHL032417-GBD20593_11891-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTGTTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGCGCTACTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608082 Chironominae sp.  water mite diet isolate 9243-BHL032417-GBD14741_15822-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGTGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATGAACTCTTGTACTGCCAAGTACGATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608083 Chironominae sp.  water mite diet isolate 9246-BHL032417-GBD25726_5766-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGA

CCTGGTCCTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACATGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCTTCATTAACTCTATTATTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608084 Chironominae sp.  water mite diet isolate 9249-BHL032417-GBD17611_22492-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGAATTCTAATTCGAGCAGAACTTGGTCGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTCTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCATTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACTCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608085 Chironominae sp.  water mite diet isolate 9261-BHL032417-GBD28208_9060-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGACCTGGAATAGTAGGTATTCTTTTAAGTATGTTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTAACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCCTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608086 Chironominae sp.  water mite diet isolate 9265-BHL032417-GBD15796_26248-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGTAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCATTTATGATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTATTAATTTCAAGTTCTAGAGTAGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608087 Chironominae sp.  water mite diet isolate 9267-BHL032417-GBD18726_19041-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATCTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTGCCCCCATCATTAACTCTATTACTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608088 Chironominae sp.  water mite diet isolate 9269-BHL032417-GBD16648_5074-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAAAACTTGGACGA

CGTGTGACTTTTATTGGAGATGACCATATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TTCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTACCTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGCGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608089 Chironominae sp.  water mite diet isolate 9278-BHL032417-GBD20241_28018-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CTTGTTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGCTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAAGATAAGATTTTGACTACTTCCCCCTTCATTAACTCTATTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608090 Chironominae sp.  water mite diet isolate 9279-BHL032417-GBD11995_6773-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACATC

CTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCATTTATTATAATTTTTTTTATAGTTAT

GCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGCTTTTGAATTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608091 Chironominae sp.  water mite diet isolate 9280-BHL032417-GBD17206_22985-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTACTGGAGATGATCAAATTTACAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTCTGACTACTTCCTCCTTCACTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608092 Chironominae sp.  water mite diet isolate 9283-BHL032417-GBD26383_20502-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGGTCTGGTATAGTAGGTACTTCTTTAAGTATGCTTATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTAATTCCTTTAATGTTAGGAGCTCCAGATATGGCTTTCCCTCGAATAA

ATAGTATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608093 Chironominae sp.  water mite diet isolate 9286-BHL032417-GBD15622_3526-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGAACTGCTTTAAGAATGCTAATTCGAGCAGAACTAGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGCAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCTAGCTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608094 Chironominae sp.  water mite diet isolate 9289-BHL032417-GBD9127_26760-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGACCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTTCTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCTACTTCTACTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608095 Chironominae sp.  water mite diet isolate 9293-BHL032417-GBD27420_18129-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTTATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTTCTCTCAAGTTCTATTGTAGAAAATGGAGCTGGAGCAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608096 Chironominae sp.  water mite diet isolate 9294-BHL032417-GBD2011_16012-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAGCCGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AACAATATAAGATTTTGAGTACTTCCCCCTTCTTTAACGCTGCTTCGTTCTAGCGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608097 Chironominae sp.  water mite diet isolate 9299-BHL032417-GBD28286_10489-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGTATGCTTATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTACTGGAGATGATCAAATTTACAATGTAATTGTCTCAGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608098 Chironominae sp.  water mite diet isolate 9300-BHL032417-GBD26056_17990-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATCGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTAACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGTGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGATCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608099 Chironominae sp.  water mite diet isolate 9307-BHL032417-GBD25376_16683-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGTAGAACTCTGACGA

CCTGGAACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATACCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608100 Chironominae sp.  water mite diet isolate 9317-BHL032417-GBD4640_9111-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAAAACTTGGACGA

CCTGGTACTTTTATAGGAGATGATCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCTCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608101 Chironominae sp.  water mite diet isolate 9319-BHL032417-GBD28460_11107-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATTTGGTATAGTAGGTACTTTTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAGAGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608102 Chironominae sp.  water mite diet isolate 9328-BHL032417-GBD17458_9178-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACTA

TCTGTTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATACAAGTTTTTGACTTCTTCCCCCTGCATTAACTCTTTTACTGTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608103 Chironominae sp.  water mite diet isolate 9329-BHL032417-GBD28009_9289-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTTTATTAATTCGAGCAGAATTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

CGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATAAAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608104 Chironominae sp.  water mite diet isolate 9330-BHL032417-GBD18881_11392-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGGACTTCTTTAAGTATGCTTATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGTGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608105 Chironominae sp.  water mite diet isolate 9335-BHL032417-GBD8429_14722-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTTGGTACTTCTTTAAGTATTCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTCTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608106 Chironominae sp.  water mite diet isolate 9340-BHL032417-GBD24834_5424-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATATTATTTTTGGGGCTTGATCTGGAATAGTGGGTACTTCTTTAAGTTTGCTAATTCGAGCGGAACTTGGACG

ACGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCACCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCACTAACTCTTTTACTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608107 Chironominae sp.  water mite diet isolate 9342-BHL032417-GBD5463_9120-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTTGTTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGACATGGCTTTTCCTCGAATAA

ATAATATAAGTTTCTGACTTCTTCCCCCTTCATTACCTCTTTTACTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608108 Chironominae sp.  water mite diet isolate 9343-BHL032417-GBD13895_4816-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACAGTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCCTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCACGTTCTATTGTCGAAAATGGCGCTGGAACCGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608109 Chironominae sp.  water mite diet isolate 9346-BHL032417-GBD23303_14042-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTGCCTCGAATAA

ATAATATAAGTTATGGACTTCGTCCCCCGTCAGTAACTCGTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608110 Chironominae sp.  water mite diet isolate 9350-BHL032417-GBD3298_18387-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACTGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGGCTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTACCCCCTTCATTAACTCTTTTACTTTCAAGTACTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608111 Chironominae sp.  water mite diet isolate 9352-BHL032417-GBD7177_6113-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGATTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCAGTAACTAATTTACTTTCAAGATCTATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608112 Chironominae sp.  water mite diet isolate 9354-BHL032417-GBD25249_13706-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTAGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AAGAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608113 Chironominae sp.  water mite diet isolate 9358-BHL032417-GBD26178_20374-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACAT

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGAGATGGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTTCGTCCCCCTTCATTAACTCTTTTACTTTCGAGTACTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608114 Chironominae sp.  water mite diet isolate 9363-BHL032417-GBD6852_11575-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTCCTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACAA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTATAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTATTACCATCAAGTTCTATTGCAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608115 Chironominae sp.  water mite diet isolate 9369-BHL032417-GBD16363_4546-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTGGGACTA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TTCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTCGACAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608116 Chironominae sp.  water mite diet isolate 9371-BHL032417-GBD13352_8515-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGTAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAGTTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCAAAAAA

ATAAAATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACATTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608117 Chironominae sp.  water mite diet isolate 9375-BHL032417-GBD12689_4977-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGACCGGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGGACTTGGAC

GACCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCATCATTAACTCTTTTACCATCAAGTTCTATTGTAGAAAGTGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608118 Chironominae sp.  water mite diet isolate 9377-BHL032417-GBD17243_5223-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTAGGACGA

CCTGGTACCTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TTCCAATTTTAATTGGAGGTTTTGGAAATTGAATTTTTCCTTTAATATTAGGAGCCCTAGATATGGCTCTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608119 Chironominae sp.  water mite diet isolate 9381-BHL032417-GBD22785_26053-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACAAC

CTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTAT

ACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGTGCCCCAGATATGGCTTTCCCTCGAATAAA

TAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTGCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608120 Chironominae sp.  water mite diet isolate 9382-BHL032417-GBD8150_25424-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGTTAATTCGAGCAGAACTAGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCATTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608121 Chironominae sp.  water mite diet isolate 9385-BHL032417-GBD27908_11832-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAAAACTAGGACGA

CCTGGTACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTCACTGCCCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCACTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608122 Chironominae sp.  water mite diet isolate 9386-BHL032417-GBD13897_3353-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACTA

CCTTGTACTTTTATTGGAGATGACCATATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TTCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGACATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTTTTTTACTTCCAAATTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608123 Chironominae sp.  water mite diet isolate 9387-BHL032417-GBD13868_2443-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGTACT

ACCTGTTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATGGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGTATA

AATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAATTCTATTGTAGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608124 Chironominae sp.  water mite diet isolate 9393-BHL032417-GBD10713_22959-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGTCGA

CCAGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACCCTATTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608125 Chironominae sp.  water mite diet isolate 9395-BHL032417-GBD20488_20496-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCAGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608126 Chironominae sp.  water mite diet isolate 9405-BHL032417-GBD5477_7312-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGAATAGTAGGTACTTCTTTAAGTATACTAACTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTAATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCACTAACTCTTTTGCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608127 Chironominae sp.  water mite diet isolate 9414-BHL032417-GBD7310_25601-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTGGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGA

CCTGGTTCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGGTTTGGAAATTGATTAATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTATTACTATCAAGCTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608128 Chironominae sp.  water mite diet isolate 9421-BHL032417-GBD20026_12726-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTCATAGTTA

TACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGACTTCAACCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608129 Chironominae sp.  water mite diet isolate 9422-BHL032417-GBD25155_24489-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGTGATGACCAAATTTACAATGTAATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTAATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGGTTTTGACTACTTCCCCCTTCATTAACGCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608130 Chironominae sp.  water mite diet isolate 9426-BHL032417-GBD26353_19602-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTTCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTGTTCCTTTAATGTTAGGAGCCCCAGATACGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTATTACTGTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608131 Chironominae sp.  water mite diet isolate 9428-BHL032417-GBD12634_24869-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAACTGACTTATTCCTCTAATATTAGGAGCCCCCGATATAGCCTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTGTTACTTTCAAGTTCTTTCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608132 Chironominae sp.  water mite diet isolate 9431-BHL032417-GBD3502_16048-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAATAGGTACTTCTTTAAGTATTCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTAGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TTCCTATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCATTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTCTTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608133 Chironominae sp.  water mite diet isolate 9432-BHL032417-GBD27177_22794-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACTTTATTTTTGGAGCTTGATCTGGTATAATAGGTACTTCTTTAAGTATGCTAATTCGAGCAGCATTTGGACGA

CCTGGTACTTTTTTTAGAGATGACCAAATTTACAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608134 Chironominae sp.  water mite diet isolate 9445-BHL032417-GBD5263_9494-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTTGACGA

CCTGGTACTTTTATTGGAGACGACCAAATTTACAATGTAATTGTCACAGCACACGCATTTATTATAATTTTTTTTATAGTTA

TGCCAGTTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTCCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608135 Chironominae sp.  water mite diet isolate 9446-BHL032417-GBD8173_25999-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTAGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAAGTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACCTCTACCCCCTTCACTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608136 Chironominae sp.  water mite diet isolate 9452-BHL032417-GBD21732_22063-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTCTAATGTTAGGAGCACCAGATATGGCTTTCCCTCGAATAA

ACAATATAAGTTTCTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTGCTATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608137 Chironominae sp.  water mite diet isolate 9456-BHL032417-GBD24980_17118-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTGCTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGGAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

AAAATAAAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608138 Chironominae sp.  water mite diet isolate 9458-BHL032417-GBD28408_19442-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGAAGACCAAATTTACAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTGTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ACAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608139 Chironominae sp.  water mite diet isolate 9461-BHL032417-GBD26774_17597-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTCGGACG

ACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTCACTGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGATTTGGAAATTGACTTGTTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608140 Chironominae sp.  water mite diet isolate 9463-BHL032417-GBD25881_24897-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTGGGTACTTCTTTATGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCATTCCCACGAATA

AATAATATAAGTTTTTGACTACGTCCCCCTTCATTAACTCTATTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608141 Chironominae sp.  water mite diet isolate 9465-BHL032417-GBD24761_14443-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCCGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCTCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTATTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608142 Chironominae sp.  water mite diet isolate 9467-BHL032417-GBD13977_15364-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTTGGGGCCCCGGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACCCTATTACTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608143 Chironominae sp.  water mite diet isolate 9474-BHL032417-GBD23251_4439-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGT

ACTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAACTGACTTATTCCTTTAATGTTAGGTGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCACTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608144 Chironominae sp.  water mite diet isolate 9482-BHL032417-GBD8102_4392-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGGCTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ACAATATAAGTTTTTGAATACTACCCCCTTCATTAACTCTTTTTCTGTCAAGAACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608145 Chironominae sp.  water mite diet isolate 9484-BHL032417-GBD26608_10438-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTGCTTTTATTGGAGATGACCAAATTTACAATGCAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCGTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTATTACAATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608146 Chironominae sp.  water mite diet isolate 9486-BHL032417-GBD10749_15823-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGAGGTACTTTTCTTGGAGATGACCAAATTTACAATGCAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTCTCCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTGCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608147 Chironominae sp.  water mite diet isolate 9487-BHL032417-GBD15621_4634-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACATCACACGTTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAACTTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGTCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTACCTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGCGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608148 Chironominae sp.  water mite diet isolate 9490-BHL032417-GBD10309_3109-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTACAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTATTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGGTCTCCCTCGAAAA

AAAAAAAAAAGGTTTTGACTTCTTCCCCCTTCATTAACACTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608149 Chironominae sp.  water mite diet isolate 9497-BHL032417-GBD23437_5424-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACTT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTATTTGTCACAGTACACGCATTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGATTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608150 Chironominae sp.  water mite diet isolate 9503-BHL032417-GBD9173_16691-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGTATGCTTATTCGAGCAGAATTAGGAC

GACCTGGTACTTTTATTGGTGATGATCAAATTTACATTGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608151 Chironominae sp.  water mite diet isolate 9504-BHL032417-GBD22862_3920-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTTTTTAAGTTTGCTAATTCGAGCAGAACTTGGATGA

CGTGTTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGTGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608152 Chironominae sp.  water mite diet isolate 9507-BHL032417-GBD13158_23147-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACCA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATGCCTTTAATGTTAGGAGCCCCAGATATGGCCTTCCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608153 Chironominae sp.  water mite diet isolate 9513-BHL032417-GBD21888_20766-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTATGTTTGCTAATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATATTTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGTGCCCCAGATATGACTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCAGTTACTTTCAAGTACTAGTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608154 Chironominae sp.  water mite diet isolate 9514-BHL032417-GBD27332_13695-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAATAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

ACTGGTACTTTTATTAGAGATGACAAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGGCTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACCACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608155 Chironominae sp.  water mite diet isolate 9520-BHL032417-GBD18332_5470-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCTTGATCGGGAATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACT

ACGGGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCACCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608156 Chironominae sp.  water mite diet isolate 9523-BHL032417-GBD11128_13639-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTACTGGAAATGACCAAATTTACAATGTAATTGTAACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGATCCCCAGATATGGCTCTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAATTCTATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608157 Chironominae sp.  water mite diet isolate 9524-BHL032417-GBD27262_16133-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAACTCGAGCAGAACTTGGACGACGT

GGTACTTTTATTGGAGATGACCAAATCTACAATGTAATTGTCACAGCACACGCTTTTATTATAACTTTTTTTATAGTTATG

CCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCCCTCCCTCGAATAAAT

AAAAAAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608158 Chironominae sp.  water mite diet isolate 9530-BHL032417-GBD11820_9206-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGTTGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCATTTATTATAATTCTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGTGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCATCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608159 Chironominae sp.  water mite diet isolate 9533-BHL032417-GBD15365_15086-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGT

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTTATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCGGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTCTGACTTCTTCCCCCTTCATTAACTCTTTTTCTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608160 Chironominae sp.  water mite diet isolate 9534-BHL032417-GBD4207_18007-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATCCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTTTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACCACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608161 Chironominae sp.  water mite diet isolate 9536-BHL032417-GBD25460_19358-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTTATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACAAGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCATTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTACATTAACGCTTTTACTGTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608162 Chironominae sp.  water mite diet isolate 9538-BHL032417-GBD5084_10571-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGTACTTCTTTAAGTTTTCTAATTCGAGCAGAACTTGGACG

ACGTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCTCCAGATATGGCTTTCCCTCGAATA

GATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGATCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608163 Chironominae sp.  water mite diet isolate 9558-BHL032417-GBD25872_7655-Lq56 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGGACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCACCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608164 Chironominae sp.  water mite diet isolate 9717-BHL040517-GBD8014_5155-1Lq57 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAAAACTTGGACGA

CCTGGTACTTTTATTGGAAATGACCAAATTTACGATTTAATTGTCACAGCACGCGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCCCGAATAA

ATAATATAGGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608165 Chironominae sp.  water mite diet isolate 9724-BHL040517-GBD22075_4884-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAGTTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGTAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTATTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608166 Chironominae sp.  water mite diet isolate 9727-BHL040517-GBD9743_7772-1Lq57 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAATTA

TGCCAATTTTAATTGGAGATTTTGGAAATTGACTTATTCCTTTAATGTTATGAGCCCCAGATATGGCGTCCCCTCGAATAA

ATAATATAATTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTTAAGTTCTATTGTACAAAACGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608167 Chironominae sp.  water mite diet isolate 9731-BHL040517-GBD17596_2988-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGGAACTTCTTTAAGAATGCTAATTCGAGCAGAACTGGGAC

GACCTGTTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTTTTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAGGTTCTATTGTAGAAAATAGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608168 Chironominae sp.  water mite diet isolate 9732-BHL040517-GBD28163_12184-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTTTAAGTATTCTAATTCGAGCAGAACTAGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTTATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTCTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608169 Chironominae sp.  water mite diet isolate 9734-BHL040517-GBD29575_16730-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATTTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCACCTTCATTAACGCTTTTACGTTCAAGTTCTATTGTAGAAAATGGGGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608170 Chironominae sp.  water mite diet isolate 9736-BHL040517-GBD26580_22290-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACTCTATTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608171 Chironominae sp.  water mite diet isolate 9737-BHL040517-GBD24439_8031-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTTATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTCTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCACTAACTCTTTTACTTTCTAGTTCTATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608172 Chironominae sp.  water mite diet isolate 9738-BHL040517-GBD10390_18068-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTCTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

AAAATATAAGTTATTGACTTCGTCCCCCTTCATTAACTCTATTACTTTCAAGTGCTATTGTAGAAAATGGAGGTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608173 Chironominae sp.  water mite diet isolate 9739-BHL040517-GBD8691_13714-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTCTGACTTCTTCCCCCTTCATTGACACTACTACTTCCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608174 Chironominae sp.  water mite diet isolate 9743-BHL040517-GBD27296_16484-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTTAGTATGCTAATTCGAGCAAAACTTGGACGA

CCTGGTACTTTTATTGGACATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATCGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGTTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608175 Chironominae sp.  water mite diet isolate 9745-BHL040517-GBD17719_5497-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTAGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TTCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCTGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTACCTCTTTTTCTTTCAAGTTCTATTGTAGAAAATGGCGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608176 Chironominae sp.  water mite diet isolate 9746-BHL040517-GBD20056_17896-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGAAAGGCCTTTCCCTCGAATA

AAAAATATAAGTTTTGGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608177 Chironominae sp.  water mite diet isolate 9753-BHL040517-GBD25198_18970-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCTAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGACTTGTTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608178 Chironominae sp.  water mite diet isolate 9755-BHL040517-GBD15503_26617-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGTCAT

GCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608179 Chironominae sp.  water mite diet isolate 9756-BHL040517-GBD28469_10860-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGTGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTATCAGGTACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608180 Chironominae sp.  water mite diet isolate 9759-BHL040517-GBD6703_17013-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

ACTGGTTCGTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTGATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608181 Chironominae sp.  water mite diet isolate 9760-BHL040517-GBD8242_7792-1Lq57 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGCAGGTACTTCTTTAAGAATGTTAATTCGAGCAGAATTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACCTGCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608182 Chironominae sp.  water mite diet isolate 9764-BHL040517-GBD10169_14176-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAATAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

AAAATATAAGTTTTTGGCTTCTTCCCCCTTCATTAACCCTTTCACCTTCAAGTACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608183 Chironominae sp.  water mite diet isolate 9766-BHL040517-GBD26634_15728-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGGTCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGAACTTTTATTGGAGATGACCAAATTTACAATGTTATTGTAACAGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTCTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608184 Chironominae sp.  water mite diet isolate 9769-BHL040517-GBD13641_28408-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TTCCAATTTTAATTGGAGGGTTTGGAAATTGACTTTTTCCTTTAATATTAGGAGCCCCAGATATGACTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608185 Chironominae sp.  water mite diet isolate 9770-BHL040517-GBD12650_9007-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTATGTATGCTAATTCGAGCAGAACTTGGTCGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTCTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGGGTTTGACTTCTTCCCCCTTCAGTAACTCTTTTACTTGCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608186 Chironominae sp.  water mite diet isolate 9774-BHL040517-GBD10046_11184-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGCAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATCACTTTTTGACTTCATCCCCCTTCATTAACACTTTTACTTTCAAGTTCTATTGTACAAAACGGAGCTGCAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608187 Chironominae sp.  water mite diet isolate 9775-BHL040517-GBD16656_5930-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACCA

CCTGTTACTCTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATGATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCAAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGACCAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608188 Chironominae sp.  water mite diet isolate 9783-BHL040517-GBD29083_16444-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608189 Chironominae sp.  water mite diet isolate 9785-BHL040517-GBD28799_13076-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGTAGAACTTGGACGA

CCTGGTACATTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTACTACCCCCTTCATTAACTCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608190 Chironominae sp.  water mite diet isolate 9787-BHL040517-GBD13825_5154-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGGATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACGTGGACG

ACCTGGTACTTTTATTGGAGATGACCATATTTACAATGGAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTCTTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608191 Chironominae sp.  water mite diet isolate 9789-BHL040517-GBD10665_19510-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGACGATCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTGTTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTATTATTATCAAGTTCTCTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608192 Chironominae sp.  water mite diet isolate 9790-BHL040517-GBD20780_18358-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGAC

CTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTAT

GCCTATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAAA

TAATATAAGTTTTTGACTACTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608193 Chironominae sp.  water mite diet isolate 9792-BHL040517-GBD27599_17909-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGCGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGT

CCTGGTATTTTTATTGGATATGACCAAATTTACAATGTAATTGTCACAGCACACGATTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCAAGATATGGCTTTCCCTCGAATAA

ATAAAATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608194 Chironominae sp.  water mite diet isolate 9793-BHL040517-GBD10266_3802-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CATGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTTTTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGGTTTGGAAATTGACTTATTCCTTTAATGTTGGGAGCACCTGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608195 Chironominae sp.  water mite diet isolate 9794-BHL040517-GBD15959_28141-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGCTCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTCGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCTCATGCATTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGATTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608196 Chironominae sp.  water mite diet isolate 9797-BHL040517-GBD26431_19396-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTAATTCCTTTAATGTTAGGAGCCCCAGATATGGCATTCCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCTTCATGAACTCTATTACTTTCAAGTACTATTGTAGAAAAGGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608197 Chironominae sp.  water mite diet isolate 9799-BHL040517-GBD4953_17908-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAAGAGCCCCAGATATGGCTTTCTCTCGAATAA

ATAATATAAGTTTTTGACTTCATCCCCATTCAATAAATCTTTTACTGTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608198 Chironominae sp.  water mite diet isolate 9802-BHL040517-GBD5780_6408-1Lq57 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATCATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAAAACTTGGACGA

CCTAGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACTGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTTTTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATGTAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608199 Chironominae sp.  water mite diet isolate 9803-BHL040517-GBD11991_27729-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTTATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAACTGACTTATTCCCTTAATGTTAGGAGCCCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCCTCATTAACTCTTTTCCTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608200 Chironominae sp.  water mite diet isolate 9807-BHL040517-GBD21344_11976-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTATGTACTTCTTTATGTATGCTAATTCGAGCAAAACTTGGACGA

ACTGGTACTTTTATCTGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTGTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608201 Chironominae sp.  water mite diet isolate 9809-BHL040517-GBD14846_18842-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTTATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGATTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608202 Chironominae sp.  water mite diet isolate 9810-BHL040517-GBD29611_16803-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCAGTAACGCGGGGACTTGCAAATTCTAGTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608203 Chironominae sp.  water mite diet isolate 9811-BHL040517-GBD26486_20685-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTATGTACTTCTTTAAGTATGCTTATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCATAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGTTCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACGCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608204 Chironominae sp.  water mite diet isolate 9812-BHL040517-GBD22824_21310-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATCTACAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCTATTTTAATTGGAGGTTTTGGAAATTGACTTTTTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608205 Chironominae sp.  water mite diet isolate 9813-BHL040517-GBD7995_20035-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTTATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAGTTGTCACAGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTCTGACTTCTACCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608206 Chironominae sp.  water mite diet isolate 9815-BHL040517-GBD12662_18306-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCTATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCCGATATGGCTTTCCCCCGAATAA

ATAACATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTCTACTATCAAGTACTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608207 Chironominae sp.  water mite diet isolate 9816-BHL040517-GBD27094_11116-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGT

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCACGCATTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAACTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACGTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608208 Chironominae sp.  water mite diet isolate 9817-BHL040517-GBD20822_25754-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTAACAGCACACGCATTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATACCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACCCGTTTACCATCAAGTACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608209 Chironominae sp.  water mite diet isolate 9820-BHL040517-GBD3254_14811-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATGCTAATTCGAGCAGAACTTGGAC

GAGCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAG

TTATTCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTCTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608210 Chironominae sp.  water mite diet isolate 9822-BHL040517-GBD12769_8147-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAGATTGACTAGTTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCACGAATA

AATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608211 Chironominae sp.  water mite diet isolate 9823-BHL040517-GBD27081_19762-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGA

TCTGGTATTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACATTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608212 Chironominae sp.  water mite diet isolate 9824-BHL040517-GBD17241_25986-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGCCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGCTTTGGAAATTGATTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAACATAAGTTTCTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608213 Chironominae sp.  water mite diet isolate 9826-BHL040517-GBD10863_13833-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATACTTTATTTTTGGAGCTTGATCCGGTATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAATTAGGAC

GACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACTGCACACGCTTTTATTATAATTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTCGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608214 Chironominae sp.  water mite diet isolate 9829-BHL040517-GBD24798_12544-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCTAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAGTGTAGTTGTCACAGCACACGCTTTTATAATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTCTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608215 Chironominae sp.  water mite diet isolate 9830-BHL040517-GBD17939_28823-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTACGTATGCTTATTCGAGCAGAACTTGGGCGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ACAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608216 Chironominae sp.  water mite diet isolate 9832-BHL040517-GBD16681_28131-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAAGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTCGGACGT

CCTGGTACTTTTATTGGAGATGACCTAATTTATAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTTTTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608217 Chironominae sp.  water mite diet isolate 9833-BHL040517-GBD28042_21571-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACAAC

CTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTAT

GCCAATTTTAATTGGAGGTTTTGGAAACTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAAA

TAATATAAGTTTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608218 Chironominae sp.  water mite diet isolate 9835-BHL040517-GBD2822_14191-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGTTACTTCTTTAAGTATTCTAATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAGTTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTACCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608219 Chironominae sp.  water mite diet isolate 9836-BHL040517-GBD21885_12478-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATAGTCACTGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGCTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAAAATAAGTTTTTGGCTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAGTGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608220 Chironominae sp.  water mite diet isolate 9838-BHL040517-GBD4877_19163-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATACTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAACAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATATTAGGAGCTCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTCCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608221 Chironominae sp.  water mite diet isolate 9840-BHL040517-GBD5615_22936-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAATAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTCTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCCGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608222 Chironominae sp.  water mite diet isolate 9843-BHL040517-GBD26397_20874-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGTGCCCCAGATATGGCTTTCCCTCGAAAAA

ATAATATAAGTTTTTGACTTCTGCCCCCTTCATTAACTCTATTACATTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608223 Chironominae sp.  water mite diet isolate 9846-BHL040517-GBD5554_7927-1Lq57 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTCTGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCATCATTAACCCTTTTACTTGCAAGTACTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608224 Chironominae sp.  water mite diet isolate 9847-BHL040517-GBD14121_5917-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGTACTTCTTTAAGAATGCTAATTCGAGCAGAACTAGGAC

GACCTGGCACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGAATTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTTCTTTCAAGTTCTATTGTAGAAACTGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608225 Chironominae sp.  water mite diet isolate 9850-BHL040517-GBD3864_9223-1Lq57 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGTATACTAATTCGAGCAGAATTTGGACG

ACCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTATTACTTTCAAGTACTATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608226 Chironominae sp.  water mite diet isolate 10446-BHL040517-GBD22787_23507-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTTTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCTATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608227 Chironominae sp.  water mite diet isolate 10520-BHL040517-GBD4414_16809-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTAATTCGAGCTGAATTAGGACATCC

TGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTTATA

CCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608228 Chironominae sp.  water mite diet isolate 10995-BHL101516-GBD22785_27111-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTCGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACGCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608229 Chironominae sp.  water mite diet isolate 11314-BHL110116-GBD29166_13276-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAGGACAT

CCAGGAACCTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTATAGTTA

TACCTATTTTGATTGGAGGCTTTGGAAATTGACTAGTACCTCTTATACTTGGAGCCCCTGATATGGCCTTTCCTCGAATAA

ATAACATAAGATTCTGGTTACTACCTCCGTCTATAACTTTGCTACTGTCTAGATCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR695491, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608230 Chironominae sp.  water mite diet isolate 11384-BHL110116-GBD4879_14674-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGCACTTCCTTAAGTATACTTATTCGAGCAGAGTTAGGACG

GCCAGGAACTTTTATTGGAGATGACCAGATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCGAA

TAAATAATATAAGATTTTGACTTTTCCCACCGTCTCTTTCCCTTCGTCTTTCTAGTTCAAATGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR751654, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608231 Chironominae sp.  water mite diet isolate 11476-BHL101516-GBD13097_25607-Lq79 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGCACTTCCTTAAGTATACTTATTCGAGCAGAGTTAGGACG

GCCAGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCGATTTTAATTGGGGGTTTAGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCGTA

TAAATAATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTACAATTGTTGAAAATGGAGCTGAAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR751654, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608232 Chironominae sp.  water mite diet isolate 11834-BHL101516-GBD16506_6935-Lq82 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGTACTTCTTTAAGTATATTAATTCGTGCAGAATTAGGACAT

CCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTATAGTAA

TACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTCGAATAA

ATAACATAAGATTCTGGTTACTACCTCCGTCTATTACTTTGCTTCTTTCTAGATCAATAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR765681, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608233 Chironominae sp.  water mite diet isolate 12082-BHL040517-GBD25020_21069-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATCCTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCCTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATACCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608234 Chironominae sp.  water mite diet isolate 12096-BHL040517-GBD21822_12813-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGCAATTGATTTGTTCCTCTTATATTAGGAGCACCAGATATAGCTTTTCCTCG

CATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608235 Chironominae sp.  water mite diet isolate 12198-BHL040517-GBD9541_20977-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608236 Chironominae sp.  water mite diet isolate 12206-BHL040517-GBD19335_10507-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTTAGTATATTAATTCGAGCCGAACTTTGCCAT

CCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAA

ACAATATAAGATTTTGATTACTTCCTCCATCTCTAACTCTTCTTCTTTCAAGTGCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608237 Chironominae sp.  water mite diet isolate 12216-BHL040517-GBD28072_9561-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGACTTGTTCCTCTTATATTAGGAGCCCCTGATATAGCATTTCCTCGAAAA

AACAATATAAGTTTTTGATTACTTCCTCCGTCTCTAACTCTTCTTCTTTCAAGGTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608238 Chironominae sp.  water mite diet isolate 12233-BHL040517-GBD26842_19823-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTTATTCGAGCCGAACTTGGACA

TCCAGGTACCTTTATTGGAGATGACCAATTTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCACTGATATAGCTTTTCCTCGAATA

AACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608239 Chironominae sp.  water mite diet isolate 12326-BHL040517-GBD20804_11330-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACAAGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCCTTTACTTTCAAGTACTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608240 Chironominae sp.  water mite diet isolate 12351-BHL040517-GBD12978_15963-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGATCCGAACTTGGACA

TCCAGGTACCTTTATTGGAGATGACCATATTTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATATTAGGAGCCCCTGATATAGCCTTTCCTCGAATA

AACAATATAAGTTTTTGATTACTTCCCCCATCTCTAACTCTTCTTCTTTCAAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608241 Chironominae sp.  water mite diet isolate 12397-BHL040517-GBD13478_4062-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGAACAGGAATGGTAGGAACTTCTTTAACTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTATACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAAA

AACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608242 Chironominae sp.  water mite diet isolate 12475-BHL040517-GBD20499_22477-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACACGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCCATTACTATCAAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608243 Chironominae sp.  water mite diet isolate 12484-BHL040517-GBD24350_13450-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATCAATTCGAGCCAAACTTGGCCA

TCCAGTTACCTTTATTGGAGATGACCAAATTTATAATGTTATTTTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTTA

TATCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAA

ACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608244 Chironominae sp.  water mite diet isolate 12529-BHL040517-GBD17514_8842-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTTTTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608245 Chironominae sp.  water mite diet isolate 12589-BHL040517-GBD11743_11915-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCTTTAAGTATGCTAATTCGAGCTGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAGTTGGAGGTTTTGGAAAATGACTTATTCCTTTAATGTTAGGAGCCCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

A

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608246 Chironominae sp.  water mite diet isolate 12602-BHL040517-GBD25066_22803-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

ACTGATACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTCACAGCACACGCTTTTATAATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAAAATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608247 Chironominae sp.  water mite diet isolate 12657-BHL040517-GBD18285_4883-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTAGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTAACTCTTTTTCTTTCAAGTTCTTTTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608248 Chironominae sp.  water mite diet isolate 12663-BHL040517-GBD26516_9490-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTATTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTCATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTATTTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTGCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608249 Chironominae sp.  water mite diet isolate 12666-BHL040517-GBD26452_10681-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTTAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCGCGAATA

AATAATATAAGATTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608250 Chironominae sp.  water mite diet isolate 12685-BHL040517-GBD16764_27054-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTCTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608251 Chironominae sp.  water mite diet isolate 12716-BHL040517-GBD8260_7542-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACTGCACATACTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTCTAATGTTAGGAGCACCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCACTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608252 Chironominae sp.  water mite diet isolate 12723-BHL040517-GBD14937_23240-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCTATTTTAATTGGAGGGTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACCCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608253 Chironominae sp.  water mite diet isolate 12753-BHL040517-GBD15019_26265-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTACTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGGTTTTGACTACTTCCCCCTTCATTAACGCTATTACGTTCAATTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608254 Chironominae sp.  water mite diet isolate 12772-BHL040517-GBD15792_18037-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCTGAATTAGGACG

ACCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608255 Chironominae sp.  water mite diet isolate 12795-BHL040517-GBD27632_22218-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTATTGGAGGTGACCAAATTTACAATGTAATTGTCACAGCACAAGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAGTTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCACTTCATTAACTCCTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGAAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608256 Chironominae sp.  water mite diet isolate 12801-BHL040517-GBD19685_28659-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCCTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCCTTTACTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608257 Chironominae sp.  water mite diet isolate 12802-BHL040517-GBD3782_21248-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTGCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACTGCACACGCTTTTATTATATTTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACTGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608258 Chironominae sp.  water mite diet isolate 12816-BHL040517-GBD20088_25697-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGTTAATTCGAGTAGAACTTGGACGA

CCTGGTACTTTTATTGGATATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAAATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608259 Chironominae sp.  water mite diet isolate 12819-BHL040517-GBD5932_23710-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGTTGAACTTGGACGA

CCTGGTACATTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTATTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608260 Chironominae sp.  water mite diet isolate 12857-BHL040517-GBD14591_25352-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTCAAGTATGCTAATTCGAGCAGAACTTAGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCATTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTTCCCCTTCATTAACTCCTTTACTATCAAATTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608261 Chironominae sp.  water mite diet isolate 12886-BHL040517-GBD10276_10459-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTCTAATTCGAGCAGAACTTGGACGA

GCTGGTACTTTTATTGGAAATGATCAAATTTACAATGTAATTGTCACCGCACACGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGGTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACTCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608262 Chironominae sp.  water mite diet isolate 12889-BHL040517-GBD28341_19332-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCAGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCTATTTTAATTGGAGGTTTTGGAAATTGACTAATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACTCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608263 Chironominae sp.  water mite diet isolate 12895-BHL040517-GBD13658_15659-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGTAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCGTGATATAGCTTTTCCTCGAATA

AACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608264 Chironominae sp.  water mite diet isolate 12985-BHL040517-GBD13234_11823-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608265 Chironominae sp.  water mite diet isolate 13124-BHL040517-GBD11774_15423-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGAAACTTCTTTAAGAATATTAATCCGAACGAAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTCTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608266 Chironominae sp.  water mite diet isolate 13213-BHL040517-GBD4240_15667-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTACATTTTATTGTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGT

CACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAG

TTATACCTATCCTAATTGGTGGACTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608267 Chironominae sp.  water mite diet isolate 13305-BHL040517-GBD4910_6478-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608268 Chironominae sp.  water mite diet isolate 13497-BHL040517-GBD22258_16915-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTTCCACGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTCTACTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608269 Chironominae sp.  water mite diet isolate 13504-BHL040517-GBD22521_11514-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGAACTTTTATTGGTGATGATCAAATTTATAACGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTGTTGCCATTAATATTAGGAGCACCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285570, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608270 Chironominae sp.  water mite diet isolate 13527-BHL040517-GBD8456_13623-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAAGTCGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGT

TATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAACGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCTCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608271 Chironominae sp.  water mite diet isolate 13581-BHL040517-GBD24564_24094-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

CACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTGTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608272 Chironominae sp.  water mite diet isolate 13637-BHL040517-GBD29636_15149-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGATTATTAATTCGAGCTGAATTAGGACAT

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCTTTAATACTAGGAGCCCCAGATATAGCATTTCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGTAGTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608273 Chironominae sp.  water mite diet isolate 13753-BHL040517-GBD18820_13738-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608274 Chironominae sp.  water mite diet isolate 13936-BHL040517-GBD16097_19258-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGAAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATGAGATTTTGATTACTTCCCACTGCTTTATCTCTTCTGCGTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608275 Chironominae sp.  water mite diet isolate 13961-BHL040517-GBD16222_27298-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

CCCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608276 Chironominae sp.  water mite diet isolate 14003-BHL040517-GBD21075_4662-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCCCTTAATATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCCTTCTAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608277 Chironominae sp.  water mite diet isolate 14089-BHL040517-GBD25878_6520-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGCTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608278 Chironominae sp.  water mite diet isolate 14119-BHL040517-GBD21495_10896-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAACATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTCTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608279 Chironominae sp.  water mite diet isolate 14218-BHL040517-GBD25830_24733-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTATGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAAAAGCTCACTCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCATAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCTACGAAGA

AATAATATGAGATTTTGATTACTTCCACCTTCTTTATCTCTTCTTCAATCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM960768, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608280 Chironominae sp.  water mite diet isolate 14274-BHL040517-GBD12220_4092-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGGACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGTAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608281 Chironominae sp.  water mite diet isolate 14286-BHL040517-GBD23444_24327-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGATTATTAGGAACATCACTAAGTATTTTAATTCGAGCAAAACTTGGTA

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATACTAATTGGTGGATCTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTACTATCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608282 Chironominae sp.  water mite diet isolate 14305-BHL040517-GBD13960_28989-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCTTTTAGTATATTAATTCGAGCAGAACTAGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCATGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR654792, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608283 Chironominae sp.  water mite diet isolate 14368-BHL040517-GBD6621_16481-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCCTGATCTGGAATAGTAGGAACTTCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

TCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACAGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGACTACTTCCCCCTTCTTTAACTCTTTTTCTTTCTAGCACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR289910, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608284 Chironominae sp.  water mite diet isolate 14377-BHL040517-GBD13117_25134-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCCTTAATATTGGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTGTATCTCGTCGTCGGTCTAGCGCAATTGTAGAAAAGGGAGCGGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608285 Chironominae sp.  water mite diet isolate 14381-BHL040517-GBD27576_11047-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCACTTAGTATATTAATTCGAGCAGAATTTGGACA

TCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGATCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR289910, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608286 Chironominae sp.  water mite diet isolate 14387-BHL040517-GBD20426_24555-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCATTAAGAATATTTATTCGAGCGGAATTAGGACATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAAA

TAATATAAGATTTTGATTATTACCACCATCTCCTACTTTATTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608287 Chironominae sp.  water mite diet isolate 14394-BHL040517-GBD18411_8139-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACTTTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCATTTAGAATATTTATTCGAGCAGAACTTGGTC

ACCCTGTAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTGTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR159655, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608288 Chironominae sp.  water mite diet isolate 14415-BHL040517-GBD25056_25711-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGATCTGGAATAGTAGGAACATCATTTAGTATATTAATTCGAGCAGAATTTGGTCA

TCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCCCCAGATATAGCATTTCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR289910, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608289 Chironominae sp.  water mite diet isolate 14426-BHL040517-GBD27047_20815-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTCGGAGCTTGATCTGGAGTAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCACC

CTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTAT

ACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAAA

TAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCCTCTTCTATCTAGCACAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608290 Chironominae sp.  water mite diet isolate 14432-BHL040517-GBD13583_9911-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCTCTTAGTATATTAATTCGAGCAGAACTTGGTCACC

CTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTAT

ACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCCTTTCCACGAATAAA

TAATATGAGATTTTGATTACTACCACCATCTTTAACTCTACTTCTTTCAAGCACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM960768, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608291 Chironominae sp.  water mite diet isolate 14436-BHL040517-GBD22504_4342-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACTTTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCATTAAGTATATTAATTCGAGCAGAACTAGGA

CACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR174905, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608292 Chironominae sp.  water mite diet isolate 14443-BHL040517-GBD6048_23648-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTTTTAGTATTTTAATTCGAGCAGAATTAGGTCA

TCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAGTTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR289910, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608293 Chironominae sp.  water mite diet isolate 14455-BHL040517-GBD5631_13301-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATGGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGT

CACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACATCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608294 Chironominae sp.  water mite diet isolate 14475-BHL040517-GBD21993_19310-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCATTTAGTATATTAATTCGAGCAGAACTCGGTCACCCT

GGATCTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTATAC

CTATCTTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCACGAATAAATA

ATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR642580, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608295 Chironominae sp.  water mite diet isolate 14486-BHL040517-GBD24570_9355-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAGCTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCACTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAACTTGATTACGTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608296 Chironominae sp.  water mite diet isolate 14499-BHL040517-GBD19543_13980-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTCCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGT

CACCCTGGAACTTTTATTTGTGATGATCAAATTTACAATGTTATTGTAGCAGCTCACGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACTTCCACCTTCTTTAACTCTACTTCTTTCTAGCACAGTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608297 Chironominae sp.  water mite diet isolate 14516-BHL040517-GBD7994_21892-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACCTCACTTAGTCTATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACGTCCCCCTACTTTATCACATCTTCTATCTAGCGCAATAGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608298 Chironominae sp.  water mite diet isolate 14527-BHL040517-GBD28918_16376-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCATTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTAACACTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608299 Chironominae sp.  water mite diet isolate 14549-BHL040517-GBD16416_26351-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCCCTAAGTATATTAATTCGAGCAGAACTTGGG

CACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCCCGAA

TAAATAACATAAGATTTTGATTACTTCCCCCTTCTTTATCCCTTCTTCTTTCTAGAACAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608300 Chironominae sp.  water mite diet isolate 14733-BHL040517-GBD13574_12049-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAGCGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTCTTATTACAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608301 Chironominae sp.  water mite diet isolate 14815-BHL040517-GBD4663_18540-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608302 Chironominae sp.  water mite diet isolate 15112-BHL040517-GBD25524_10618-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

CCCAGGTACCTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGACTATTACCACCCTCTTTAACTCGTTTACTTTCAAGATCAATTGTAGGAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608303 Chironomus crassicaudatus water mite diet isolate 1592-BHL110116-GBD23792_22511-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTTGTCCCTTTAATAGTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTATAACTCTTCTAATTTCTAGTGCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608304 Chironomus crassicaudatus water mite diet isolate 2805-BHL032417-GBD24127_18911-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTAATGACCAAATTTATATTGTAGTAGTTACAGCTCACGCATTTTTTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCACCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608305 Chironomus crassicaudatus water mite diet isolate 2873-BHL032417-GBD10302_13606-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAAATATGGCC

TTCCCTCGAATAAATAATATAAGATTTTGACTTCTACCCCCATCTTTAACTCTTCTTCTTTCTAGTACATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW608306 Chironomus crassicaudatus water mite diet isolate 3324-BHL032417-GBD4225_22492-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTATCTTTACTTCTTTCTAGTTCAATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608307 Chironomus crassicaudatus water mite diet isolate 4042-BHL032417-GBD7176_23274-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTATTAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATTTTGTAGTTACATCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATATATAATATAAGTTTTTGAGTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608308 Chironomus crassicaudatus water mite diet isolate 4130-BHL032417-GBD28124_15800-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGAATTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608309 Chironomus crassicaudatus water mite diet isolate 5086-BHL032417-GBD10004_10911-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCGCGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCA

TTCCCTCGAATAAATAATATAAGTTTTTGAATTCTCCCCCCACCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608310 Chironomus crassicaudatus water mite diet isolate 5087-BHL032417-GBD28111_20047-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACACATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608311 Chironomus crassicaudatus water mite diet isolate 5178-BHL032417-GBD20586_12221-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCTTTAGAATATTAATTCGAGCT

GAATTAGGACGACCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACAGCTCACGCATTTATTATAAT

TTTTTTAATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608312 Chironomus crassicaudatus water mite diet isolate 5205-BHL032417-GBD13709_28507-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GATTTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATATTTGTACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGAATTCTCCCCCCATCTTTAACTCTACTACTATCTAGTTCATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608313 Chironomus crassicaudatus water mite diet isolate 5269-BHL032417-GBD18769_11456-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAATAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATGGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCGCGAATAAATAATATAAGATTCTGACTACTCCCCCCATCTTTAACCCTTCTTCTATCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608314 Chironomus crassicaudatus water mite diet isolate 5274-BHL032417-GBD23090_22885-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTTATTCGAGCA

GAATTAGGACGTTCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAGTAGTTACAGCTCATGCTTTTATTATAATT

TTTTTCATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCCTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608315 Chironomus crassicaudatus water mite diet isolate 5358-BHL032417-GBD24962_8102-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATACATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCTTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAACTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTCTGAATTCTACCCCCCTCTTTAACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW608316 Chironomus crassicaudatus water mite diet isolate 5379-BHL032417-GBD16124_23548-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

AAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATATCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAACATAAGTTTTTGACTACTCCCCCCATCTTTAACACTACTACTATCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608317 Chironomus crassicaudatus water mite diet isolate 5526-BHL032417-GBD18104_28403-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTTTATATCTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATATAGTAGTTACAGCTCATGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTAGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGATTTTGAATTCTACCCCCATCTTTAACTCTTCTACTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608318 Chironomus crassicaudatus water mite diet isolate 5535-BHL032417-GBD13469_26145-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GCATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGAATACTCCCCCCATCGCTAACACTTCATCAATCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608319 Chironomus crassicaudatus water mite diet isolate 5539-BHL032417-GBD26727_6998-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCTTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCATGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGATTTTGAATACTCCCCCCTTCTTTAACTCTTCTTCTATCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608320 Chironomus crassicaudatus water mite diet isolate 5551-BHL032417-GBD27956_12239-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCTTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTAGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTTCCCCGAATAAATAATATAAGTTTTGGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTACATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608321 Chironomus crassicaudatus water mite diet isolate 5562-BHL032417-GBD14271_3454-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCGATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTCTTTCTTGTTCATTTGTAGAAAA

TGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608322 Chironomus crassicaudatus water mite diet isolate 5742-BHL032417-GBD14243_27054-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCCTCTTCTTCTTTCTAGTTCATTTGTAGAA

GATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608323 Chironomus crassicaudatus water mite diet isolate 5810-BHL032417-GBD4346_21039-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACATCCTGGATCTTTTATTGGTGATGATCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTACACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCTATCTTTAACTCTTCTTCTATCTAATTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608324 Chironomus crassicaudatus water mite diet isolate 5815-BHL032417-GBD10995_13410-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTCGATCAGGAATAGTAGGAACTTCCTTTAGAATATTAATTCGAACA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCATATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGATTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATAAGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCTATCTTTAACTCTTCTTCTTTCTAATTCATTTGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608325 Chironomus crassicaudatus water mite diet isolate 5817-BHL032417-GBD25225_19613-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCATTAGAATATTAATTCGAGTA

GAATTAAGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTGCAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTAGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCTATCTTTAACTCTTCTTCTTTCTAATGCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW608326 Chironomus crassicaudatus water mite diet isolate 5835-BHL032417-GBD16442_24849-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GGATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

CTCCCTCGAATAAATAATATAAGATTTTGACTATTCCCCCTATCTTTAACTCTTCTTCTTTCTAATACATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608327 Chironomus crassicaudatus water mite diet isolate 5851-BHL032417-GBD16844_17204-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCTTTAGTATATCAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTACCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCGATCTTTAACTCTTCTTCTTTCTAATTCATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608328 Chironomus crassicaudatus water mite diet isolate 5873-BHL032417-GBD18088_26014-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTATGAACTTCCCTTAGAATATTAATTCGAGCG

GAATTAGGACGTCCCGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTACTCCCCCTATCTTTAACTCTACTACTGTCTAATTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608329 Chironomus crassicaudatus water mite diet isolate 5876-BHL032417-GBD29495_15398-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAACTAGGACGTCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAAT

TTTTTTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATAGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTATCTAATTCATTAGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608330 Chironomus crassicaudatus water mite diet isolate 5931-BHL032417-GBD23268_10820-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTCTTTTTGGTGCTTGATCAGGAATAGTATGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATATAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCTATCTTTAACTCTTCTTCTTTCTAATTCATTTGTTGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608331 Chironomus crassicaudatus water mite diet isolate 5966-BHL032417-GBD24240_7060-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTCCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCGCCCCCTATCTTTAACTCTTCATCTATCTAATGCATTTGTAGAAAATG

GAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608332 Chironomus crassicaudatus water mite diet isolate 5971-BHL032417-GBD11595_8817-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAATTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAAATGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCTCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCTATCTTTAACTCTTCTTCTTTCTAATTCATTTATAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608333 Chironomus crassicaudatus water mite diet isolate 5978-BHL032417-GBD22499_22146-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATAAAAATTTTAATTGGAGGTTTCGGAAATTGTCTTGTCCCTTTATTATTA

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608334 Chironomus crassicaudatus water mite diet isolate 6201-BHL032417-GBD21265_23989-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTATAACTCTTTTTCATACTAGTTCATTTGTAGAAAATG

GAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608335 Chironomus crassicaudatus water mite diet isolate 6733-BHL032417-GBD11260_16643-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATATATAATATAAGTTTTTGAGTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW608336 Chironomus crassicaudatus water mite diet isolate 7058-BHL032417-GBD11245_16653-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATATATAATATAAGTTTTTGAGTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608337 Chironomus crassicaudatus water mite diet isolate 8404-BHL101416-GBD24728_12251-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTTGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608338 Chironomus crassicaudatus water mite diet isolate 8538-BHL101416-GBD8703_12508-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCCTTTATTATAATT

TTTTTTATAGTTATACCAATTTTAACTGGAGGATTTGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608339 Chironomus crassicaudatus water mite diet isolate 8539-BHL101416-GBD13039_25518-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTATGACGTCCTGGATCTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTGTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGATTTTGACTTCTCCCCCCATCTTTAACTCTATTTCTTTCTAGTGCAGTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608340 Chironomus crassicaudatus water mite diet isolate 8631-BHL101416-GBD13898_5499-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACTTCCTGTAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGGCACTTTAATATTAGGAGCTCCAGATATGGCT

TTCCCTCGAATAAATAATATAAGTTTTCGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608341 Chironomus crassicaudatus water mite diet isolate 8739-BHL101416-GBD25683_10790-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTTTATATTTTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

AAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCATGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGTC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTACCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATCTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608342 Chironomus crassicaudatus water mite diet isolate 8750-BHL101416-GBD2395_17428-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCA

AAATTAGGACGTCCTGGCACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATCGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCATTAACTCTTTTTCTATCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608343 Chironomus crassicaudatus water mite diet isolate 8783-BHL101416-GBD24346_16674-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTGCAGCTCACGCATTTATTATAACT

TTTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCT

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCCGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608344 Chironomus crassicaudatus water mite diet isolate 8789-BHL101416-GBD26008_9191-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGAACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCTTTTAATATTAGGAGCTCCAGATATAGC

CTTCCCTCGAATAAATAACATAAGTTTTTGACTACTTCCCCCATCTTTAACTCTTTTTCTATCTAGTACATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608345 Chironomus crassicaudatus water mite diet isolate 8793-BHL101416-GBD9993_11049-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGTA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTACTCCCCCCATCTTTAACACTTTTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW608346 Chironomus crassicaudatus water mite diet isolate 8834-BHL101416-GBD14483_4183-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGGACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATGTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTCCTAGTTCATCTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608347 Chironomus crassicaudatus water mite diet isolate 8841-BHL101416-GBD17109_15296-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTAGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCAACCCCTATCTTTAACTCTTCGTCGTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608348 Chironomus crassicaudatus water mite diet isolate 8864-BHL101416-GBD23299_6729-Lq60 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

AAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCCACTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608349 Chironomus crassicaudatus water mite diet isolate 9708-BHL032417-GBD28261_14111-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GATTTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGACATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACACCTCTTCTTTCTAGTTCATGTGTAGAAAATG

GAGCCGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608350 Chironomus crassicaudatus water mite diet isolate 9901-BHL040517-GBD13127_7821-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608351 Chironomus crassicaudatus water mite diet isolate 10011-BHL040517-GBD21389_7326-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCGCTCTAGTTCTTTCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608352 Chironomus crassicaudatus water mite diet isolate 12043-BHL040517-GBD24728_12251-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTTGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608353 Chironomus crassicaudatus water mite diet isolate 12177-BHL040517-GBD8703_12508-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCCTTTATTATAATT

TTTTTTATAGTTATACCAATTTTAACTGGAGGATTTGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608354 Chironomus crassicaudatus water mite diet isolate 12178-BHL040517-GBD13039_25518-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTATGACGTCCTGGATCTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTGTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGATTTTGACTTCTCCCCCCATCTTTAACTCTATTTCTTTCTAGTGCAGTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608355 Chironomus crassicaudatus water mite diet isolate 12270-BHL040517-GBD13898_5499-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACTTCCTGTAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGGCACTTTAATATTAGGAGCTCCAGATATGGCT

TTCCCTCGAATAAATAATATAAGTTTTCGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW608356 Chironomus crassicaudatus water mite diet isolate 12378-BHL040517-GBD25683_10790-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTTTATATTTTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

AAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCATGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGTC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTACCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATCTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608357 Chironomus crassicaudatus water mite diet isolate 12389-BHL040517-GBD2395_17428-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCA

AAATTAGGACGTCCTGGCACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATCGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCATTAACTCTTTTTCTATCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608358 Chironomus crassicaudatus water mite diet isolate 12422-BHL040517-GBD24346_16674-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTGCAGCTCACGCATTTATTATAACT

TTTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCT

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCCGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608359 Chironomus crassicaudatus water mite diet isolate 12428-BHL040517-GBD26008_9191-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGAACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCTTTTAATATTAGGAGCTCCAGATATAGC

CTTCCCTCGAATAAATAACATAAGTTTTTGACTACTTCCCCCATCTTTAACTCTTTTTCTATCTAGTACATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608360 Chironomus crassicaudatus water mite diet isolate 12432-BHL040517-GBD9993_11049-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGTA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTACTCCCCCCATCTTTAACACTTTTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608361 Chironomus crassicaudatus water mite diet isolate 12473-BHL040517-GBD14483_4183-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGGACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATGTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTCCTAGTTCATCTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608362 Chironomus crassicaudatus water mite diet isolate 12480-BHL040517-GBD17109_15296-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTAGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCAACCCCTATCTTTAACTCTTCGTCGTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608363 Chironomus crassicaudatus water mite diet isolate 12569-BHL040517-GBD10936_3481-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCA

TTCCCTCGAATAAATAATATAAGTTTTTGAATTCTCCCCCCATCTTTAACTCTTCTACTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW608364 Chironomus entis water mite diet isolate 764-BHL040916-GBD13431_6694-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGG

CCCCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTATCAAGTTC

ATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.1% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608365 Chironomus entis water mite diet isolate 912-BHL100916-GBD9505_14327-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGG

CCCCTGATGTAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTCACATTACTCCTTTCAAGTTC

ATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.7% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608366 Chironomus entis water mite diet isolate 1782-BHL110116-GBD10195_16002-Ldc71 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTATTTTAAATAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTACTTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGG

CCCCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTTTCAAGTTC

ATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608367 Chironomus entis water mite diet isolate 2703-BHL032417-GBD17216_13817-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTAGTTACAGCT

CACGCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAG

GGGCCCCTGATATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTATTCCTTTCAAG

TTCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608368 Chironomus entis water mite diet isolate 5944-BHL032417-GBD25737_23714-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGGTTTGGAAATTGACTTGTACCTTTAATACTAGGG

GCCCCTGATATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTATTTCCCCCATCACTTACATTATTCCTATCAAGTT

CATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.1% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608369 Chironomus entis water mite diet isolate 7585-BHL040517-GBD12912_14694-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGTTAGGGACTTCTTTAAGTATG

CTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGCTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCACG

CATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACATGTACCTTTAATACTAGGGGC

CCCTGATTTAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCATTCAAGTTCA

TTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608370 Chironomus entis water mite diet isolate 13132-BHL040517-GBD6406_23834-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCATATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGG

CCCCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTTTCAAGTTC

ATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.1% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608371 Chironomus entis water mite diet isolate 13776-BHL040517-GBD16214_2821-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTTTTGGCGACTACCATATTTATAATGTAGTAGTTACAGCTCACG

CATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAACTTGACTTGTACCTTTAATACTAGGGGC

CCCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTTTCAAGTTCA

TTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608372 Chironomus entis water mite diet isolate 14122-BHL040517-GBD16153_9238-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGG

CCCCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCGTTCAAGTTC

ATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.1% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608373 Chironomus entis water mite diet isolate 14543-BHL040517-GBD11440_24096-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGATCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGG

ACCCTGACATAGCTTTCCCCC

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608374 Chironomus maturus water mite diet isolate 700-BHL072216-GBD15400_5979-Arr96 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAAAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACTGCCCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGTTTTAGTCATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATGGCTTTCCCC

CGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACTCTTTTACTTCCTAGTTCATTCGTAGCAAATGCAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608375 Chironomus maturus water mite diet isolate 710-BHL072216-GBD6586_24001-Arr96 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACATTATTTCTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAGCTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTAACTGCCCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGATCTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATGGCTTTCCCC

CGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTAACTCTATTACTTCCTAGTTCATTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608376 Chironomus maturus water mite diet isolate 711-BHL072216-GBD6205_12634-Arr96 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGACCTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGCCTTCTCTTGGTATGCTTATTCGAGCAGAATTA

GGCTGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACTGCCCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGTTCTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATGGCTTTCCCC

CGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACTCTTTTACTTCCTAGTTCATTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608377 Chironomus maturus water mite diet isolate 712-BHL072216-GBD27793_12172-Arr96 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGCATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACTGCCCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGTTCTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATGGCTTTCCCC

CGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACCAATTTACTACCTAGTTCATTCGTAGAAAGTGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608378 Chironomus maturus water mite diet isolate 713-BHL072216-GBD9981_17130-Arr96 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTATTTTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTAACTGCCCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGTTTTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATAGCTTTCCCC

CGAATAAATAATATAAGTTTTTGATTACTTCCCCCTTCTCTAACTCTTTTACTTTCTAGTTCATTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608379 Chironomus maturus water mite diet isolate 718-BHL072216-GBD12834_14749-Arr96 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTAACTGCCCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGTTTTGGAAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATGGCTTTCCCA

CGAATAAATAATATAAGTTTTTGACTGCTTCCCCCTTCACTTACTCTATTACTATCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608380 Chironomus maturus water mite diet isolate 732-BHL072216-GBD22405_11292-Arr96 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATAGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACTGCCCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGTTCTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGACATAGCTTTCCCC

CGAATGAATAATATAAGTTTTTGACCTCTACCCCCTTCTCTTACTCTTTTACTTCCTAGTTCATTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608381 Chironomus maturus water mite diet isolate 738-BHL072216-GBD23198_6213-Arr96 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTTGAGCAGAATTA

GGACGTACTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACTGCTCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGTTTTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATGGCTTTCCCC

CGAATAAATAATATAAGTTTTTGACTACTACCCCCTTCTCTTACCCTATTACTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608382 Chironomus maturus water mite diet isolate 739-BHL072216-GBD7309_17518-Arr96 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACTTTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTCTTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTCGTAGTAACTGCCCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGGTCTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATGGCTTTCCCC

CGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACACTTTTACTTCCTAGTGCATTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608383 Chironomus riparius water mite diet isolate 441-BHL040517-GBD11998_10564-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGTTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608384 Chironomus riparius water mite diet isolate 564-BHL040517-GBD17121_28909-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAGCTTTATACATTATTTTTGGGGATTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTTCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACTCTTCTTCTTCTTTCTAGTTTTTTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608385 Chironomus riparius water mite diet isolate 716-BHL072216-GBD23246_9801-Arr96 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATATTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608386 Chironomus riparius water mite diet isolate 733-BHL072216-GBD21825_5091-Arr96 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGTATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGTACATGCTTTTATTATAATTTTTTT

CATAGTTATACCATTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTATCCCCCTCTCCTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608387 Chironomus riparius water mite diet isolate 736-BHL072216-GBD18100_4759-Arr96 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCTGAACTTTCATTGAAGATGACCATATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTCCTGACTTTTTCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GA

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608388 Chironomus riparius water mite diet isolate 750-BHL040916-GBD26210_8959-Ldc69 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGATCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTTCTTCTTTCTAGTTCTATAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608389 Chironomus riparius water mite diet isolate 761-BHL040916-GBD20885_21155-Ldc69 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCCTCTTCTTTCTAGAGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608390 Chironomus riparius water mite diet isolate 781-BHL040916-GBD20226_18917-Ldc69 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCATTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAAAAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCCTTCTAATTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608391 Chironomus riparius water mite diet isolate 787-BHL040916-GBD29201_16226-Ldc69 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTAATTGGAGATGACCAAGTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CGTAGTTATACCTATTTTAATTGTAGGATTCGGAAACTGAGTTGTCCCCCTAATACTTGGAGTACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608392 Chironomus riparius water mite diet isolate 790-BHL040916-GBD2770_19082-Ldc69 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCAAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATACTTTTATTATAATCTTTTT

CATAGTTATACCAATTTTAATCGGAGGTTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAGTAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608393 Chironomus riparius water mite diet isolate 799-BHL100916-GBD27624_11175-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATGCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCAACTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608394 Chironomus riparius water mite diet isolate 1123-BHL110116-GBD7421_15303-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCTCTTACGCTTCTTCTTTCTAGGTCTTTAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608395 Chironomus riparius water mite diet isolate 1257-BHL110116-GBD8773_20274-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTGCCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608396 Chironomus riparius water mite diet isolate 1505-BHL110116-GBD28976_19213-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACATTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608397 Chironomus riparius water mite diet isolate 1611-BHL110116-GBD21951_8756-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTGTTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAACCTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCGTACGCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608398 Chironomus riparius water mite diet isolate 1629-BHL110116-GBD24480_6841-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATAATTGGAGCACCTGACAGAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTAACCCCCTCACTAACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608399 Chironomus riparius water mite diet isolate 1667-BHL110116-GBD22667_9496-Lq47 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGATCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATATTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCACTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608400 Chironomus riparius water mite diet isolate 1670-BHL110116-GBD19253_27241-Lq47 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTCTACCCCCCTCTCTAACCCTTCTTCTATCTAGTACATTAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608401 Chironomus riparius water mite diet isolate 1722-BHL110116-GBD18803_16228-Lq47 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

TGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTCCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608402 Chironomus riparius water mite diet isolate 1744-BHL110116-GBD28668_18688-Lq47 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACCTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGCTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCACTCTTACTCTACTACTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608403 Chironomus riparius water mite diet isolate 1753-BHL110116-GBD2257_12347-Lq47 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGTAGAATT

AGGACGACCCGGAACATTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608404 Chironomus riparius water mite diet isolate 1758-BHL110116-GBD26242_8960-Ldc71 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608405 Chironomus riparius water mite diet isolate 1803-BHL101516-GBD21458_22961-Ldc86 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTATTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGCTTT

AGGACGACCCGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTGACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608406 Chironomus riparius water mite diet isolate 1808-BHL101516-GBD18620_27606-Ldc86 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGCATGCTTATTCGAACAGAATT

AGGACGACCCGGAACTTTCATTGGGGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTAATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAGTAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTTCTTTAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608407 Chironomus riparius water mite diet isolate 1811-BHL101516-GBD15052_7620-Ldc86 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTAATCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGAATCTGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGGCTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGATCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608408 Chironomus riparius water mite diet isolate 1865-BHL072216-GBD26124_14448-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACACTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGCCCCGGATCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTACTATCTAGTGCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608409 Chironomus riparius water mite diet isolate 1886-BHL022317-GBD27390_9691-Ldc90 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAGCTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAACAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTTCTACTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608410 Chironomus riparius water mite diet isolate 1888-BHL022317-GBD24951_22649-Ldc90 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGTCCCGGAACATTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCGCCCTAATATTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608411 Chironomus riparius water mite diet isolate 1890-BHL022317-GBD2171_17651-Ldc90 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAGTT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCGTACTCTTCTTCTTTCTAGAACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608412 Chironomus riparius water mite diet isolate 1891-BHL022317-GBD25443_24890-Ldc90 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTTTGATTTTTACCCCCATCTCTTACTCTACTACTTTCTAGTTCTTTCATAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608413 Chironomus riparius water mite diet isolate 2100-BHL072216-GBD4569_9444-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608414 Chironomus riparius water mite diet isolate 2702-BHL032417-GBD4718_10965-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGACTTGATTCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAACT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTGTAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCATTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608415 Chironomus riparius water mite diet isolate 2708-BHL032417-GBD11985_18381-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCATTAAGAATGTTTATTCGAGCAGAATTAGGACGACCCGGAACT

TTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGTTATACCAATTT

TAATTGGAGGATTCGGAAACTGACTTGTCCCCTTATTACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATA

AGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.8% 

identical to accession ID KR756187, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608416 Chironomus riparius water mite diet isolate 2854-BHL032417-GBD23738_6942-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACCTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTCCTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATCGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACGCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608417 Chironomus riparius water mite diet isolate 2894-BHL032417-GBD11144_4764-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCTTTATTACTTGGAGCCCCTGACATGGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTATTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608418 Chironomus riparius water mite diet isolate 2908-BHL032417-GBD23695_22956-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTATTGGGGCTTGATCCGGAATAGTGGCAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAGTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTTACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCACTCTTACTCTTCTTCGTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608419 Chironomus riparius water mite diet isolate 2909-BHL032417-GBD25633_18405-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATACGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACCTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATTGTTATATCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGTATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTCCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608420 Chironomus riparius water mite diet isolate 2924-BHL032417-GBD9171_18731-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGAGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCTTATTACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608421 Chironomus riparius water mite diet isolate 3001-BHL032417-GBD21145_4077-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATCCTTCTTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTCGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGACACTGACTTGTCCCCTTATTACTTGGATCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608422 Chironomus riparius water mite diet isolate 3070-BHL032417-GBD18345_4227-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTGTATACATTATTATTGGGGCTTGATCCGGAAAAGTGGAAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGACGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGGACACCATACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608423 Chironomus riparius water mite diet isolate 3075-BHL032417-GBD7835_25305-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAAATTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCATTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGAAGCAACTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608424 Chironomus riparius water mite diet isolate 3080-BHL032417-GBD13168_27048-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCCGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTTTCCCCTTATTACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608425 Chironomus riparius water mite diet isolate 3081-BHL032417-GBD27532_13449-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACCTCCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACCGCACATGCTTCTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGGCTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608426 Chironomus riparius water mite diet isolate 3154-BHL032417-GBD6646_17794-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAGTAGTGGGAACTTCATTAAGAATGCTAATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATTACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTATTATTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAAAGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608427 Chironomus riparius water mite diet isolate 3155-BHL032417-GBD16675_14673-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGAAGAATT

AGGACGTCCCGGAACTTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCCATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCATTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608428 Chironomus riparius water mite diet isolate 3178-BHL032417-GBD7729_7009-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACCTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTAGCCCCCTCTCTTACCCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608429 Chironomus riparius water mite diet isolate 3198-BHL032417-GBD7939_12482-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGACTTGATCCGGAATAGGGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCAGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTATTACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTGACCCCCCTCTCTTACTCGTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608430 Chironomus riparius water mite diet isolate 3213-BHL032417-GBD4536_9371-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAATT

AGGACGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTCTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTTACATAGCTTTTCC

TCGAATAAATATTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608431 Chironomus riparius water mite diet isolate 3270-BHL032417-GBD15435_26354-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGACTTGATCCGGAATAGTGGTAACTTCATTAAGAATGCTTATTCGAGCAGAACT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTATTACTTGGAGTACCTGAGATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608432 Chironomus riparius water mite diet isolate 3321-BHL032417-GBD27675_10957-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTATGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGCCCCCCTAATACTTGTAGCACCTGACATAGCTTGTCC

TCGAATAAATAATATAAGCTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608433 Chironomus riparius water mite diet isolate 3339-BHL032417-GBD8903_13935-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGGTCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTTGGAGCTCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608434 Chironomus riparius water mite diet isolate 3346-BHL032417-GBD14805_28357-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAGATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGTCCCCTTATTACTTGGAGCACCTGACATAGCGTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTACTTTCGCAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608435 Chironomus riparius water mite diet isolate 3350-BHL032417-GBD14609_9661-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCTGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACGTGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGTATTCGGAAACTGACTTGTCCCCTTATCACTTGGAGTACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCCCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608436 Chironomus riparius water mite diet isolate 3361-BHL032417-GBD19432_27374-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTCTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTCCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCTCTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608437 Chironomus riparius water mite diet isolate 3364-BHL032417-GBD17707_2389-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGTAACGTTCATTGGAGATGACCATATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAAGATTAGGAAACTGACTTGTCCCCTTATTACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATGATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608438 Chironomus riparius water mite diet isolate 3375-BHL032417-GBD21519_18930-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTAGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTTCCCCTAATACTTGGAGCACCAGACATAGCTTTCCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608439 Chironomus riparius water mite diet isolate 3396-BHL032417-GBD22930_14233-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAGGAATGCTTATTCGAGCAAACTT

AGGACGACCCGGAACTTTCAGTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

CCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608440 Chironomus riparius water mite diet isolate 3436-BHL032417-GBD2475_15130-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACCAGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCTTATTACTTGGAGCACCTGAAATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGAATTTTACCCTCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608441 Chironomus riparius water mite diet isolate 3494-BHL032417-GBD16118_5913-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATGTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTGATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGATTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAATTGGAGGATTCGGAAACTGACTTGTTCACCTAATACTTGGAGCACCTGACATAGCTTTTCC

TAGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608442 Chironomus riparius water mite diet isolate 3611-BHL032417-GBD4174_21143-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATGTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

CGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGACTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TAGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTATACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608443 Chironomus riparius water mite diet isolate 3625-BHL032417-GBD6476_15977-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACCTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608444 Chironomus riparius water mite diet isolate 3708-BHL032417-GBD20379_14650-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATGTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAGTTTATAATGTTGTAGTTACTACACATGCTTTTATTATAATTTTTTT

CATGGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TAGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTAATCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608445 Chironomus riparius water mite diet isolate 3711-BHL032417-GBD26466_7558-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATGTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTCAGCATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTGC

CTAGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCGTCTTTCTAGGTCTTTCGTAGAAAATGGAG

CTGGA

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608446 Chironomus riparius water mite diet isolate 3760-BHL032417-GBD9780_20303-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCTTATACATTATGTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TAGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608447 Chironomus riparius water mite diet isolate 4005-BHL032417-GBD22113_22260-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATGTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCTCTAATACTTAGAGCACCTGACATAGCTTTTCC

TAGAAAAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608448 Chironomus riparius water mite diet isolate 4344-BHL032417-GBD18528_19759-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTTCTTCTTTCTAGAAGATCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608449 Chironomus riparius water mite diet isolate 4931-BHL032417-GBD29239_18366-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTCTGGGGCTTCATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608450 Chironomus riparius water mite diet isolate 5111-BHL032417-GBD10835_4719-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGTTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CACGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608451 Chironomus riparius water mite diet isolate 5165-BHL032417-GBD3549_17817-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGATCTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608452 Chironomus riparius water mite diet isolate 5190-BHL032417-GBD2554_11779-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCATGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCTCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCA

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608453 Chironomus riparius water mite diet isolate 5200-BHL032417-GBD10684_17243-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCAAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTACAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTGCTAGTGCTGTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608454 Chironomus riparius water mite diet isolate 5223-BHL032417-GBD4930_9109-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCTTCTCTTACTCTACTTCTATCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608455 Chironomus riparius water mite diet isolate 5306-BHL032417-GBD9935_4843-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTTTACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGGTTTTGACCTTTACCCCCCTCTCTTACTCTGCGTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608456 Chironomus riparius water mite diet isolate 5331-BHL032417-GBD21188_10504-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATGTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTCCATTGGAGATGACCAAATTTATAATGTTGTAGTTATTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATGGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAACTTTTC

CTAGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCGTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608457 Chironomus riparius water mite diet isolate 5492-BHL032417-GBD9411_22884-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTTTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTAACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCGCTTACTCTTCTTCTATCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608458 Chironomus riparius water mite diet isolate 5542-BHL032417-GBD5544_22353-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTCATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCAGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACTTAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTAACCCCCTCTCTTACTCTTCTGCTTTCTAGTTCTTCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608459 Chironomus riparius water mite diet isolate 5654-BHL032417-GBD18015_6053-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCGTATTCGAGCAGAATT

AGGACGACCCTTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGGTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCACTTTTAATGGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608460 Chironomus riparius water mite diet isolate 5700-BHL032417-GBD27273_19215-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAAATTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTACATCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608461 Chironomus riparius water mite diet isolate 5701-BHL032417-GBD15687_27376-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCTCTAATATTAGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608462 Chironomus riparius water mite diet isolate 5714-BHL032417-GBD15927_18222-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTCGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTATTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTC

ATCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTTGTTCATTTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608463 Chironomus riparius water mite diet isolate 5947-BHL032417-GBD14147_5721-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGATTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACTACCCTGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGGTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATATTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAACTGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608464 Chironomus riparius water mite diet isolate 6103-BHL032417-GBD6620_10928-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATATTTATACCAATTTTAATTGGAGGATTCGGAAGCTGACTTGTCCCCCTAATACTTAGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608465 Chironomus riparius water mite diet isolate 6116-BHL032417-GBD12799_4072-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTTAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGCTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCGTCTTTCTAGATCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608466 Chironomus riparius water mite diet isolate 6122-BHL032417-GBD19614_3256-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACACTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCGTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCATTAACACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCGTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608467 Chironomus riparius water mite diet isolate 6217-BHL032417-GBD8023_4788-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGTTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAACAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CGTAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608468 Chironomus riparius water mite diet isolate 6768-BHL032417-GBD27578_9598-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTTATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCCCTAATATTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTCTTTGGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608469 Chironomus riparius water mite diet isolate 6796-BHL032417-GBD25603_6041-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGAAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATTGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

GCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACCTCTTTCTAGTTCTTTGGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608470 Chironomus riparius water mite diet isolate 6829-BHL032417-GBD18193_27588-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTGGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCAAGTTTTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608471 Chironomus riparius water mite diet isolate 6881-BHL032417-GBD17827_27948-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTCACTGCACATGCTTTTATTATAATTTTTTT

CATAGCTATACCAATTTTAATTAGAGGATTCGGAAACTGACTTGTCCCCCTAATACTCGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTTCCTCTTTCTAGTTCTTTGGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608472 Chironomus riparius water mite diet isolate 6935-BHL032417-GBD15724_9864-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608473 Chironomus riparius water mite diet isolate 7031-BHL032417-GBD7756_19409-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTGATACTTGGAGCCCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTATCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608474 Chironomus riparius water mite diet isolate 7063-BHL032417-GBD23407_7234-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACACTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAAATGACCAAATTTATAATGTTGTAGTTACTGCACATCCTTTTATTATAATTTTTTT

CATAGTTATATCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCTCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTCTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608475 Chironomus riparius water mite diet isolate 7071-BHL032417-GBD20875_8792-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGTCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTAT

CTTAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608476 Chironomus riparius water mite diet isolate 7096-BHL032417-GBD10017_21554-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCATGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTGATTGGAGATGACCAAGTTTATAATGTTGTAGTTACTACACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATCCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACCTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608477 Chironomus riparius water mite diet isolate 7097-BHL032417-GBD14239_14378-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGTGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCTTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTAAAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTGCTGTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608478 Chironomus riparius water mite diet isolate 7110-BHL032417-GBD28279_21065-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGCACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTTTTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTACTTCTTGCTAGTGCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608479 Chironomus riparius water mite diet isolate 7115-BHL032417-GBD16344_2077-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGACTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCAAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGATTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608480 Chironomus riparius water mite diet isolate 7119-BHL032417-GBD12786_11156-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAATTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTACACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCTCTCTCTTACTCTACATCATTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608481 Chironomus riparius water mite diet isolate 7122-BHL032417-GBD17207_20627-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATAACCAAATTTATAATGTTGTAGTTACTGATCATCCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608482 Chironomus riparius water mite diet isolate 7125-BHL032417-GBD20447_2326-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTCTCTGACTTTTACCCCCCTCACTTACTCTTCTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608483 Chironomus riparius water mite diet isolate 7134-BHL032417-GBD27177_9037-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGTAGAATT

AGGGCGACCCGGATCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGAATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608484 Chironomus riparius water mite diet isolate 7135-BHL032417-GBD2907_13711-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGTTTGATCCGGAATAGTGTGAACTTCCTTAAGAATGCTTATTTGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGTACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACCCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608485 Chironomus riparius water mite diet isolate 7140-BHL032417-GBD24029_23410-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCCAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTATCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608486 Chironomus riparius water mite diet isolate 7142-BHL032417-GBD6783_8348-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTGAGAATGCTTATTCGAGCAGAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAAATATATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACTTCCCTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608487 Chironomus riparius water mite diet isolate 7150-BHL032417-GBD28828_20019-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGTTACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATAATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCA

CGAATAAATAATATAAGTTTCCGACTTTTAGCCCCCTCTCTTACTCTACTTCTGTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608488 Chironomus riparius water mite diet isolate 7165-BHL032417-GBD16302_24267-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATGGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCGCTCATACTCGTCTTCATTCGAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608489 Chironomus riparius water mite diet isolate 7186-BHL032417-GBD24926_6768-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTCCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608490 Chironomus riparius water mite diet isolate 7187-BHL032417-GBD26012_23633-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATT

AGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCCCTAATACTAGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCTCTCTAACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608491 Chironomus riparius water mite diet isolate 7195-BHL032417-GBD15403_11986-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGAGAACTTCATTAAGAATGCATATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATAACCAAATTTATAATATTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAAGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTCTCC

TCGAATAAACAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608492 Chironomus riparius water mite diet isolate 7201-BHL032417-GBD7734_19425-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCCGAATTA

GGACGACCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATAATTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608493 Chironomus riparius water mite diet isolate 7216-BHL032417-GBD26452_21004-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCTGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTAACTCTTCTTCTTGCTAGGACGTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608494 Chironomus riparius water mite diet isolate 7217-BHL032417-GBD13801_3686-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTGTATACATTATTTTTGGGGCTGGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACTACCCGTAACTTTCATTGGAGATGACCATATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAACTGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608495 Chironomus riparius water mite diet isolate 7234-BHL032417-GBD6488_16443-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAATTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTAGGAGCTCCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608496 Chironomus riparius water mite diet isolate 7242-BHL032417-GBD14088_2951-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACCGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGGCTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATAGAGC

TGGA

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608497 Chironomus riparius water mite diet isolate 7245-BHL032417-GBD20588_9480-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCGGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCTCCTAATACTTGGAGCACCTGACATAACATTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCAGCCTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608498 Chironomus riparius water mite diet isolate 7248-BHL032417-GBD13420_26950-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGACTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCAAGCAGAATT

AGGACTACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCCGACTTTTACCCCCCTCTCTTACCCTGCTTCTTTCTAGTACTTTCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608499 Chironomus riparius water mite diet isolate 7250-BHL032417-GBD16151_4661-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATATTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGATTACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCAG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608500 Chironomus riparius water mite diet isolate 7265-BHL032417-GBD2552_15068-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCCCTTTATACATTATTTTTGGGGCTTACTCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATTC

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608501 Chironomus riparius water mite diet isolate 7267-BHL032417-GBD4297_14552-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTACAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGATCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTGTACCCCCCTCTCTTACACTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608502 Chironomus riparius water mite diet isolate 7270-BHL032417-GBD25627_22932-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGATACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGAAACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTGTACTCCCCACTCTAACTCTTCATCTATCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608503 Chironomus riparius water mite diet isolate 7295-BHL032417-GBD18399_25230-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTTATTTTTGGGGCTTGATCCGTAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATCTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGTCATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608504 Chironomus riparius water mite diet isolate 7301-BHL032417-GBD26654_22292-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTAATTTGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATAATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAGCATTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608505 Chironomus riparius water mite diet isolate 7307-BHL032417-GBD26589_12524-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGCCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGACTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

GCGAATAAATAATATAAGTTTCCGACTATTACCCCCCTCACTAACTCTTCTTCTATCTAGTTCTATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608506 Chironomus riparius water mite diet isolate 7310-BHL032417-GBD14451_3672-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGACTAGTGGGAACTTCATTAAGAATGCTGATTCGAGCAGAATT

AGGACGACCCTCAACTTTCATTGGAGATGACCAAATTTATAATGTTTTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGAATTGTCACCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608507 Chironomus riparius water mite diet isolate 7319-BHL032417-GBD11310_6995-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACACTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCCGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGAATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGAAATAGCTTTTCC

ACGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608508 Chironomus riparius water mite diet isolate 7323-BHL032417-GBD5570_17465-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGACTT

AGGAAGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGATGTAGTTACTGCACATGCTTTTATTATAATCTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGTAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTGACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608509 Chironomus riparius water mite diet isolate 7333-BHL032417-GBD19367_6523-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTGTC

CTCGAAGAAATAATATAAGTTTCTGACTTTTACGCCCCTCGCTTACTCGTCTTCTGTCTAGTTATTGCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608510 Chironomus riparius water mite diet isolate 7340-BHL032417-GBD23880_24591-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAAAATT

TGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCACTAACACTTCTTCTTTCTAGTTCTTGCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608511 Chironomus riparius water mite diet isolate 7344-BHL032417-GBD20091_8483-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCATTTATTATAATTTTTTT

CATAGTTATACCGATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGTGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTATTACCCCCCTCACTTACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608512 Chironomus riparius water mite diet isolate 7348-BHL032417-GBD20233_10981-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTATTCGGGCAGAATT

AGGACAACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

ACGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608513 Chironomus riparius water mite diet isolate 7349-BHL032417-GBD23482_26099-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTCGGGGCTTGATCCGGAATAGTGGTAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGAAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608514 Chironomus riparius water mite diet isolate 7361-BHL032417-GBD19291_11928-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTCGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACACATCTTCAATCTAGTGCTTGCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608515 Chironomus riparius water mite diet isolate 7363-BHL032417-GBD29455_17807-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGAAGGATTCGGAAACTGACTTGTCACCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTC

Using NCBI BLASTN in June 2018, this sequence was 98.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608516 Chironomus riparius water mite diet isolate 7366-BHL032417-GBD18184_4548-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCTGAACTTTCATTGGAGATGACCAAATTTATAATGGTGTAGGTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTAGACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGCGC

TGGA

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608517 Chironomus riparius water mite diet isolate 7368-BHL032417-GBD19480_16330-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGGCTTTTACCCCCTTCTCTAACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608518 Chironomus riparius water mite diet isolate 7375-BHL032417-GBD12872_6454-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCTGGAATAGTGGGCACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACGCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCATCTCTTACTCTTCTTCTATCTAGTGCGTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608519 Chironomus riparius water mite diet isolate 7386-BHL032417-GBD8057_4988-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGGATGTTTATTCGAGCAGAATT

AGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCACTTACTCTACTATTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608520 Chironomus riparius water mite diet isolate 7387-BHL032417-GBD23541_4269-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCATATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTGC

CTCGAATAAATAATATAAGTTTCTGACTTTGACTCCCCGCTCTTACTCTACTGCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608521 Chironomus riparius water mite diet isolate 7394-BHL032417-GBD25736_10848-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGATTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCTGGAACGTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTGGGAGTACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608522 Chironomus riparius water mite diet isolate 7399-BHL032417-GBD14668_24153-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTT

CATAGTTATACCAATTTTAGTTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608523 Chironomus riparius water mite diet isolate 7403-BHL032417-GBD28319_19513-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTTGAGCAGAATT

AGGACGACCCTGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTATTGCACATACTTTTATTATAATTTTTTTC

ATAGTTATCCCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608524 Chironomus riparius water mite diet isolate 7411-BHL032417-GBD16401_16862-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTAATTCGAGCAAAAGT

AGGACGTCCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608525 Chironomus riparius water mite diet isolate 7413-BHL032417-GBD19891_6440-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCCCTAATACTTGGAGCCCCTGACATAGCATTTCC

ACGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTTCTTCTTTCTAGTTCTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608526 Chironomus riparius water mite diet isolate 7414-BHL032417-GBD12590_22947-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTACACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGGTTTTC

CTCGAATAAATAATATAAGATTCCGACTTTTACCCCCCTATCTAACTCTACTTCTTTCAAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608527 Chironomus riparius water mite diet isolate 7423-BHL032417-GBD19826_6287-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTACACATTATTTTTGGGGCTTGATCCGGAATAGCGGGAACTTCATTAAGAATGGATATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTTC

ACGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCCTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608528 Chironomus riparius water mite diet isolate 7426-BHL032417-GBD24519_10700-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGTTTCGGAAACTGACTTGTACCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTTTGACTTTTACCACCCTCTCTTACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608529 Chironomus riparius water mite diet isolate 7433-BHL032417-GBD13450_3356-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTAGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGGTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTTGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAGATGGTGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608530 Chironomus riparius water mite diet isolate 7439-BHL032417-GBD28838_15508-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACGTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACCGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCTCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCACTCTTACTCTTCTTCATTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608531 Chironomus riparius water mite diet isolate 7444-BHL032417-GBD17351_8355-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAACATAAGTGTCCGACTTTTACCCCCCTCGCTTACTCTGCTTCTTGCGAGTTCTTGCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608532 Chironomus riparius water mite diet isolate 7447-BHL032417-GBD28119_11016-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATACTCTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAG

GACGACCTGGTACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCG

AATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTACTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608533 Chironomus riparius water mite diet isolate 7448-BHL032417-GBD26930_12334-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCGCTTACTCTACTTCTTTCTAGTTCTTGCGTATATAATGGCGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608534 Chironomus riparius water mite diet isolate 7450-BHL032417-GBD16625_18527-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAAATTTCCTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608535 Chironomus riparius water mite diet isolate 7461-BHL032417-GBD17064_2608-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACGGCACATGCTTTTATTATAATTTTTTT

CATAGGTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTGGGAGCACCCGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608536 Chironomus riparius water mite diet isolate 7465-BHL032417-GBD9521_5197-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTACACAAGCTTTTACTATAATTTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATGGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608537 Chironomus riparius water mite diet isolate 7476-BHL032417-GBD24920_5182-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCCTACACATCTTCTAGCTAGTTCTTTAGTAGAAAATGGCGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608538 Chironomus riparius water mite diet isolate 7480-BHL032417-GBD14695_3362-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACACTTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTAGGAAACAGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGCGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608539 Chironomus riparius water mite diet isolate 7481-BHL032417-GBD20480_25500-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAGCTTTATACATTATTTTTGGGGCTTGATCCGGTATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTATT

CATAGTTATACCAATTTTAATTGGAGGTTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608540 Chironomus riparius water mite diet isolate 7487-BHL032417-GBD16890_2757-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGAGCCGGAATAGTGGGAACTGCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACATTCATTGGAGATGACCAAATTTATAATGGTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCAGCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608541 Chironomus riparius water mite diet isolate 7491-BHL032417-GBD23891_22549-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGACTTGTTCCCCTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608542 Chironomus riparius water mite diet isolate 7494-BHL032417-GBD3676_9575-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGCGATGACCAAATTTATAATGGTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAATTGGAGGATTCGGAAATTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGGTTCTGACTTTTACTCCCCTCTCTTACTCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAA

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608543 Chironomus riparius water mite diet isolate 7495-BHL032417-GBD7164_8981-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCAAGCAAAATTA

GGACGACCCGGAACTTTCATTGGAGATAACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

AAAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCACCCTCTCTTACTCTTATTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608544 Chironomus riparius water mite diet isolate 7496-BHL032417-GBD9837_8774-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGAGAACTTCATTAATAATGCTTATTCGAGCAGAATTA

TGACGACCCGGAACTTTCACTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608545 Chironomus riparius water mite diet isolate 7506-BHL032417-GBD2947_13773-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGATTT

AGGACGACCCTGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATGCTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCACTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608546 Chironomus riparius water mite diet isolate 7518-BHL040517-GBD15808_26855-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATATTGTAGTTACTCCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTAACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608547 Chironomus riparius water mite diet isolate 7537-BHL040517-GBD24837_10430-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGTTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGTTTTTATTATAATTTTTTT

TTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCATAATACTTGGAGCACCTGACATAGCTTT

TCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTCACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGA

GCTGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608548 Chironomus riparius water mite diet isolate 7571-BHL040517-GBD24913_6179-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGACTGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGGGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAATATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608549 Chironomus riparius water mite diet isolate 7590-BHL040517-GBD23564_3915-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

CGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608550 Chironomus riparius water mite diet isolate 7611-BHL040517-GBD14495_3955-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCATATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGCGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608551 Chironomus riparius water mite diet isolate 7615-BHL040517-GBD17193_10201-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTATCTGACTTATATCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAA

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608552 Chironomus riparius water mite diet isolate 7628-BHL040517-GBD5625_7502-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATAACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTTATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608553 Chironomus riparius water mite diet isolate 7658-BHL040517-GBD15674_11175-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTAGGAGCACCTGACATAGCTTTTCC

TCGAATAAGTAATATAAGTTTCTGACTTTTATCCCCCTCTCTTACTCTTCTTCTATCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608554 Chironomus riparius water mite diet isolate 7686-BHL040517-GBD17289_11072-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATATTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTGTTACACCCCTCTCTTACTCTACTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608555 Chironomus riparius water mite diet isolate 7693-BHL040517-GBD16466_11315-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCCGACTTTTACCCCCCTCTCTTACACTACTTCTTTCCAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608556 Chironomus riparius water mite diet isolate 7705-BHL040517-GBD23809_18714-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACATCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608557 Chironomus riparius water mite diet isolate 7718-BHL040517-GBD25454_18820-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTAGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACATGGAGCACCTCACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTAACTCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608558 Chironomus riparius water mite diet isolate 7732-BHL040517-GBD15965_5823-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTAATTCGAGCAGAATT

AGGACGACCCTGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACAGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGCGC

TGGA

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608559 Chironomus riparius water mite diet isolate 7733-BHL040517-GBD8728_3692-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGACCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATGTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCCCCTTCTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608560 Chironomus riparius water mite diet isolate 7741-BHL040517-GBD23212_23720-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATTATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608561 Chironomus riparius water mite diet isolate 7745-BHL040517-GBD12181_10400-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATCTCTGGGGCTTGATCCGGGATAGTGGGAACTTCATTAAGAATGCCTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGGGATGACCAAATTTATAATGATGTAGTTACTGCACATGCTTTTAATATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608562 Chironomus riparius water mite diet isolate 7753-BHL040517-GBD19613_27020-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATATCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCACACTAATACTTGGAGCACCTGGCATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCCTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608563 Chironomus riparius water mite diet isolate 7755-BHL040517-GBD24307_12084-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACACGCATTTATTATAATTTTTTC

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608564 Chironomus riparius water mite diet isolate 7763-BHL040517-GBD27056_9080-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGTGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGACTTA

GGACGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAGACTGACTTGTCCCACTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCCTACTCTTCCTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608565 Chironomus riparius water mite diet isolate 7764-BHL040517-GBD21126_14786-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTTATTTTTAGGGCTTGATCCGGAACAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTCCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608566 Chironomus riparius water mite diet isolate 7767-BHL040517-GBD26230_20269-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGATTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTAACCTACTACTTTCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608567 Chironomus riparius water mite diet isolate 7768-BHL040517-GBD15691_9176-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACACTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTATTCGAGCTGAATT

GGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTGCTTCTTTCTAGTTCTTGCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608568 Chironomus riparius water mite diet isolate 7782-BHL040517-GBD23323_21432-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAACCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCACTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTATCTAGCTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608569 Chironomus riparius water mite diet isolate 7786-BHL040517-GBD13626_20269-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATAGCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608570 Chironomus riparius water mite diet isolate 7790-BHL040517-GBD22118_3676-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTAGAGCAGAATT

AGGACAACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTATTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608571 Chironomus riparius water mite diet isolate 7794-BHL040517-GBD8865_5444-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTGTTGCCCCCCTCTCTAACTCTTCTACTATCTAGTGCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608572 Chironomus riparius water mite diet isolate 7797-BHL040517-GBD22278_7426-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACATTCAATGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATGATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608573 Chironomus riparius water mite diet isolate 7810-BHL040517-GBD12738_24772-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCCGAATTA

GGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTAGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATAGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608574 Chironomus riparius water mite diet isolate 7814-BHL040517-GBD5731_17328-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CACAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608575 Chironomus riparius water mite diet isolate 7815-BHL040517-GBD16386_17925-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGTCCGAATTTATAATGTTGTAGTTACTGTAGATGCTTTTATTATAATTTTTTT

CATAGTTATATCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTATTACTTGGAGCATCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTGCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608576 Chironomus riparius water mite diet isolate 7821-BHL040517-GBD8073_11772-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCGATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCTTTTCC

CCGAAAAAATAAAATAAGTTTCTGAACTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608577 Chironomus riparius water mite diet isolate 7826-BHL040517-GBD20354_12627-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACGCGGAATTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTTCTTCTGTCTAGTACGTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608578 Chironomus riparius water mite diet isolate 7827-BHL040517-GBD24541_7640-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCTTATACATTATTTTTGGGGCTTGATCGGGAATAATGGGAACTTCTTTAAGAATGCTTATTCGCGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGAGTTGTCCCACTAATACTTGGAGCACCTGACATGGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608579 Chironomus riparius water mite diet isolate 7829-BHL040517-GBD26013_9481-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCATGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCTGAATT

ATGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGCTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCCACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608580 Chironomus riparius water mite diet isolate 7834-BHL040517-GBD24663_5515-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

ATGACTACCCGGAACTTTCCTTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCGAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608581 Chironomus riparius water mite diet isolate 7842-BHL040517-GBD3503_11233-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAACAGTGGGAACTTCATTAAGTATGCTTATTAGAGCAGAATT

AGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATGCTAGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608582 Chironomus riparius water mite diet isolate 7849-BHL040517-GBD18470_23159-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAATTTCATTATGAATGCTTATTCGAGCAGACTT

ATGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCCTCTTCTTTCTAGTTCTTTCGTAGAGAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608583 Chironomus riparius water mite diet isolate 7850-BHL040517-GBD21681_8321-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608584 Chironomus riparius water mite diet isolate 7858-BHL040517-GBD17977_16671-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTCGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTAGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAATTTTATAAAGGTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608585 Chironomus riparius water mite diet isolate 7859-BHL040517-GBD6281_6231-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTGTTGGGGCTTGCTCCGGAATAGTGTGAACTTCCTTAAGAATGCTTATTCGAGCAGCATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCTCTTACTCGTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608586 Chironomus riparius water mite diet isolate 7868-BHL040517-GBD27928_21825-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTGTTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTCCCCCTAATACTTGGAGCCCCTGACATAACTTTTCC

CCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608587 Chironomus riparius water mite diet isolate 7869-BHL040517-GBD13212_9520-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTGTTGGGGCTTGATCCGGTATAGTGGGTACTTCATTAAGAATGTTTATTCGAGCAGAATTC

GGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608588 Chironomus riparius water mite diet isolate 7876-BHL040517-GBD7380_13643-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAGTT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCTCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATGAATAATATAAGTTTCTGACTTTTCCCCCCCTCTCTTACTCTGCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608589 Chironomus riparius water mite diet isolate 7878-BHL040517-GBD27014_12627-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGTGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACCACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTCGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACCTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608590 Chironomus riparius water mite diet isolate 7883-BHL040517-GBD28434_12659-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTAGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATATTTGGTGCACCCGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACGCTTCTTCTTTCTAGTTCTTTCGTAGAAAAGGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608591 Chironomus riparius water mite diet isolate 7888-BHL040517-GBD24443_19188-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGTGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTTTTATTCGAGCTGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCACCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608592 Chironomus riparius water mite diet isolate 7891-BHL040517-GBD18609_19301-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCATTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608593 Chironomus riparius water mite diet isolate 7894-BHL040517-GBD5181_18421-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

ATGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTATTTCTAGTGCTTTCGCAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608594 Chironomus riparius water mite diet isolate 7901-BHL040517-GBD26575_10586-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGCATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCACTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACGCTTCTTCTTTCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608595 Chironomus riparius water mite diet isolate 7904-BHL040517-GBD5695_12805-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGGATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCCTTTATTATAATCTTTTT

CATAGTTATACCAATTTTAATCGGAGGTTTCGGAAACTGACTTGTCCCCCTAATACTAGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608596 Chironomus riparius water mite diet isolate 7907-BHL040517-GBD18979_13244-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGTATAGTGGGAGCTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGTCCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608597 Chironomus riparius water mite diet isolate 7911-BHL040517-GBD29097_14567-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTATTCGAGCAGAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTGTACCCCCCTCTCTAACTCTTCTGCTTTCTAGTACTATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608598 Chironomus riparius water mite diet isolate 7917-BHL040517-GBD4776_11879-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAGTGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGGAGCTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608599 Chironomus riparius water mite diet isolate 7920-BHL040517-GBD10542_12005-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACATTATTGTTGGGGCTTGACCCGGAATATTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608600 Chironomus riparius water mite diet isolate 7926-BHL040517-GBD4697_21914-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTAGAGCAGAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTCTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTGACCCCCCTCTCCTACTCTTCTTCATTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608601 Chironomus riparius water mite diet isolate 7929-BHL040517-GBD10832_4835-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGAACCGGAGTAGTGGGAACTTCATTAAGAATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTCTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATGTAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608602 Chironomus riparius water mite diet isolate 7935-BHL040517-GBD26469_22569-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAGCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCAAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608603 Chironomus riparius water mite diet isolate 7950-BHL040517-GBD26614_14145-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGCTTTTCC

TCAAGTAAATAATATAAGTTTCTGACTGTTACCCCCCTCACTTACTCTACTGCTATCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608604 Chironomus riparius water mite diet isolate 7954-BHL040517-GBD10686_9722-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACTTCATTAAGAATTCTTATTCGAGCAGAATTA

GGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACTAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAA

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608605 Chironomus riparius water mite diet isolate 7956-BHL040517-GBD29561_16638-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCTGAC

Using NCBI BLASTN in June 2018, this sequence was 99.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608606 Chironomus riparius water mite diet isolate 7958-BHL040517-GBD16702_13590-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACAACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTTCCACTAATACTCGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608607 Chironomus riparius water mite diet isolate 7962-BHL040517-GBD24406_21633-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTCTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGAATTCGGAAACTGACTTGTCCCCCTAATAGTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608608 Chironomus riparius water mite diet isolate 7963-BHL040517-GBD26377_23134-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCCTTAAGACTGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGGGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAATATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCGGACTTTTACCTCCCTATCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608609 Chironomus riparius water mite diet isolate 7969-BHL040517-GBD7533_22035-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGAGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGTCCCACTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTATTACCCCCATCTCTTACTCTACTTCTTTCAAGTACTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608610 Chironomus riparius water mite diet isolate 7970-BHL040517-GBD21191_18937-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGGGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATCTTTTT

CATAGTTATACCAATTTTAATCGGAGGCTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608611 Chironomus riparius water mite diet isolate 7980-BHL040517-GBD26265_10673-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGATCTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTAGAGCAGAATT

AGGACGACCCGGAACTTTCATTGAAGATGACCATATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTTCTTCTATCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608612 Chironomus riparius water mite diet isolate 7982-BHL040517-GBD18493_12231-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTATTGCACATGCTTTTATTATAATCTTTTT

CATACTTATACCAGTTTTAATCGGAGGTTTCGGAAACTGACTTGTCCCCCTAATACGTGGAGTACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608613 Chironomus riparius water mite diet isolate 7983-BHL040517-GBD23662_6057-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGATCAGAATT

ATGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGCTTTGCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCGACTTCTTTCTAGTGCTTGCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608614 Chironomus riparius water mite diet isolate 7993-BHL040517-GBD23383_17428-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGATCTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCCTCTTCTTCCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608615 Chironomus riparius water mite diet isolate 8000-BHL040517-GBD4038_15741-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTCATTACTGCCCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCTGGCATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608616 Chironomus riparius water mite diet isolate 8001-BHL040517-GBD16494_10712-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGGGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCCCTTACCCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608617 Chironomus riparius water mite diet isolate 8004-BHL040517-GBD18806_19876-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGACCTTCATTAATACTGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTATTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608618 Chironomus riparius water mite diet isolate 8020-BHL040517-GBD16242_4091-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTTGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTTC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTCCTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608619 Chironomus riparius water mite diet isolate 8021-BHL040517-GBD16780_20766-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACGTTTACCCCCCTCTCGCACGCTGCTTCGTTCTAGTGCTTTCGTAGAAAATGGAGC

GGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608620 Chironomus riparius water mite diet isolate 8022-BHL040517-GBD18982_2707-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTGGTCCCCCTAATATTTGGAGCTCCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608621 Chironomus riparius water mite diet isolate 8023-BHL040517-GBD19963_4164-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCGTCGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608622 Chironomus riparius water mite diet isolate 8036-BHL040517-GBD23049_23859-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TTGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTAACCCTTCTTCTATCTAGTTCTTTCCTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608623 Chironomus riparius water mite diet isolate 8037-BHL040517-GBD16458_26614-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTAGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACTAATTTTAATTGGAGGAATGGGAAACTGACTTGTCCCCCTAATACTTGGTGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608624 Chironomus riparius water mite diet isolate 8041-BHL040517-GBD24863_7668-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGTGGCTTGATCCGGAATAGGGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACTCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACGTGTCCCCCTAATACTTGGAGCAACTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608625 Chironomus riparius water mite diet isolate 8043-BHL040517-GBD24456_18308-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGACTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGGCCAAATTTATAATGTCGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGAAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTAGCCTCCTCTCTTACTCTTCGTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608626 Chironomus riparius water mite diet isolate 8049-BHL040517-GBD22668_14030-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCCTGATGCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACGAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAACTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608627 Chironomus riparius water mite diet isolate 8050-BHL040517-GBD29216_11734-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTGGTCCCCCTAATACTTGGATCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGTCCTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608628 Chironomus riparius water mite diet isolate 8051-BHL040517-GBD8330_11942-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATACCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACGCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608629 Chironomus riparius water mite diet isolate 8054-BHL040517-GBD25759_8617-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTACCCCTAATACTAGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGACCATTACCCCCCTCTCTTACCCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608630 Chironomus riparius water mite diet isolate 8055-BHL040517-GBD12172_9289-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTAGAGCAGAATT

AGGACGACCCGGAACTTTCATTGTAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTAATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCTCCTGACACAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608631 Chironomus riparius water mite diet isolate 8064-BHL040517-GBD12330_16107-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTTATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGTAGGAGATCAAATTTATAATGCTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCATAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608632 Chironomus riparius water mite diet isolate 8066-BHL040517-GBD24791_21763-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATGCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATATTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAAAAAAAGTATCTGACTTTTACCCCCCTCTCTAACTCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608633 Chironomus riparius water mite diet isolate 8067-BHL040517-GBD15191_24779-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAACAGGGACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCCATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTGCGTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608634 Chironomus riparius water mite diet isolate 8069-BHL040517-GBD27532_20061-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGAATGCTTATTCGAGTAGAATTA

GGACGACCCGGAACTTTCAATGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACACAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCACTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608635 Chironomus riparius water mite diet isolate 8070-BHL040517-GBD26136_17762-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTGATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATGGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACGCGTCTACTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608636 Chironomus riparius water mite diet isolate 8072-BHL040517-GBD21839_10271-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGTGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTTGAGCACCTGACATAGCATTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTAACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608637 Chironomus riparius water mite diet isolate 8075-BHL040517-GBD22501_20610-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGTCTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTGACTCTTCTTCCTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608638 Chironomus riparius water mite diet isolate 8089-BHL040517-GBD10566_27971-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGGACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATGGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CCCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCACTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608639 Chironomus riparius water mite diet isolate 8095-BHL040517-GBD11261_6326-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAACGTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCCGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCCTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608640 Chironomus riparius water mite diet isolate 8102-BHL040517-GBD14960_15044-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGACTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTAGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCGAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCGATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATGTAAGTTTCTGACTTTTACGCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608641 Chironomus riparius water mite diet isolate 8103-BHL040517-GBD21818_18277-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACTTTATTTTTGGGGCTTGATCCGGAATATTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATTA

GGGCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATCGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608642 Chironomus riparius water mite diet isolate 8109-BHL040517-GBD16091_27106-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAACAGTGGGAACTTCATTAATAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCTCATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTA

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACGCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608643 Chironomus riparius water mite diet isolate 8114-BHL040517-GBD16743_25808-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAACAGAGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATCATTTTTTT

CATCGTTATACCAATTTTAATTGGAGTATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAACAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608644 Chironomus riparius water mite diet isolate 8116-BHL040517-GBD7853_10626-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAGTT

GGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTTATTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608645 Chironomus riparius water mite diet isolate 8117-BHL040517-GBD28241_15211-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACGTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTCTAATTGGAGGATTCGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTATTACCCCCCTCTCTAACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608646 Chironomus riparius water mite diet isolate 8118-BHL040517-GBD5091_10806-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATGGGAACTTTGTACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTAGAGCAAAATT

AGGACGACCCGGAACTTTCATTGAAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608647 Chironomus riparius water mite diet isolate 8120-BHL040517-GBD7562_15809-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATACGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCCGAATT

AGGACGACCCGAAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCACTAATATTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCATAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608648 Chironomus riparius water mite diet isolate 8128-BHL040517-GBD3404_20311-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTACTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGTTTCGGAAACTGACTAGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608649 Chironomus riparius water mite diet isolate 8132-BHL040517-GBD19500_27429-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATGAGGAATAGTGGGAACTTCATTAAGGATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCCCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTGTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608650 Chironomus riparius water mite diet isolate 8138-BHL040517-GBD10301_7502-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGTAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATTCTTGGATCACCTGAAATAGCTTTTCC

CCCAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608651 Chironomus riparius water mite diet isolate 8144-BHL040517-GBD4184_12348-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

CGGACGACCCGGGACTTTCATTGGAGATGACCAAATTTATAATGCTGTAATTACTGCCCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608652 Chironomus riparius water mite diet isolate 8147-BHL040517-GBD26982_11137-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGACTTGATCCGGAATAGTGGTAACTTCATTAAGTATACTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATAGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCACCCTAATACTAGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608653 Chironomus riparius water mite diet isolate 8154-BHL040517-GBD25146_7682-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAACCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCACCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGCAAAAATAATATAAGGTTCTGACTTTTACCCCCCACTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608654 Chironomus riparius water mite diet isolate 8159-BHL040517-GBD16414_18267-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCTTTACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTAACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCAAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608655 Chironomus riparius water mite diet isolate 8162-BHL040517-GBD29391_17187-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTTATTAAGAATGCTTATTCGAGCAGAATT

CGGACGACCCGGTACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGTTTCGGAAACTGACATGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCATAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608656 Chironomus riparius water mite diet isolate 8163-BHL040517-GBD22686_3444-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGACCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTAGAGCAGAATT

AGGACGTCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608657 Chironomus riparius water mite diet isolate 8164-BHL040517-GBD17772_19763-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCTCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTGACCCCCCGAACATACTCTTCGTCGTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608658 Chironomus riparius water mite diet isolate 8172-BHL040517-GBD14159_24560-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCCTTGGAGATGTCCAAATTTATAATGTGGTAGTTCCTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCTCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608659 Chironomus riparius water mite diet isolate 8179-BHL040517-GBD6795_24698-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTGTCGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGGGGATTGGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608660 Chironomus riparius water mite diet isolate 8183-BHL040517-GBD22825_14420-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAACAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTACTATAATTTTTTT

CATAGTGATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608661 Chironomus riparius water mite diet isolate 8186-BHL040517-GBD6712_6572-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGTCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACTCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCTCCCTAATTCTTGGAGCACCTGACATAGCCTTTCC

TTGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACGGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608662 Chironomus riparius water mite diet isolate 8187-BHL040517-GBD24439_18477-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAACAGTGGGAAGTTCATTAAGAATGCTTATTCGAGCAGAAGT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTCTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTAACCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608663 Chironomus riparius water mite diet isolate 8188-BHL040517-GBD16537_10259-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTCATTAGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTAGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTTCC

CCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608664 Chironomus riparius water mite diet isolate 8189-BHL040517-GBD14010_2019-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGACCTTTATACATTATTTTTGGGGCTTGCTCCGGAATAGTGGGACCTTCCTTAGGTATGCTTATTCGGGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608665 Chironomus riparius water mite diet isolate 8195-BHL040517-GBD14794_2897-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACATTATTTTTGGGGCTTGAGCCGGAATAGTGGGAACTGCATTAAGAATGCTAATTCGAGCAGAAT

TAGGACGACCCTGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATATTTT

TCATAGTTATACCAATTTTAATGGGAGGTTTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608666 Chironomus riparius water mite diet isolate 8196-BHL040517-GBD7883_3737-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTTGGGGCTTGATCCGGAATAGTGGGACCTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGATCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATCTTTTT

CATAGTTATACCAATTTTAATCGGAGGTTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTAGTAGAAAATGGAGTT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608667 Chironomus riparius water mite diet isolate 8202-BHL040517-GBD27806_15651-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGACCTTTGTACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACAGGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTGTCCGACTTTTACCCCCCACGCTTACTCAGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608668 Chironomus riparius water mite diet isolate 8204-BHL040517-GBD13440_15636-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAGCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATGATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGGCATAGCCTTTC

CCCGAATAAATAATATAAGTTTCTTACTTTTACCCACCTCTCATACTCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608669 Chironomus riparius water mite diet isolate 8206-BHL040517-GBD3740_10829-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAAAATT

AGGACGTCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGAGTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCGTACTCTTCCTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608670 Chironomus riparius water mite diet isolate 8209-BHL040517-GBD5859_17253-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGTCCAAATTTATAATGTTGTAGTTACTGCAGATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTTGGAGCATCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608671 Chironomus riparius water mite diet isolate 8213-BHL040517-GBD23609_18472-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTCAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAGTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCCCTAATACTTGGAGCCCCCGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608672 Chironomus riparius water mite diet isolate 8215-BHL040517-GBD6785_16265-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTGTTGGGGCTTGATCCGGAATAGTGGTAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGAGCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCACCTAATATTTGAAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608673 Chironomus riparius water mite diet isolate 8221-BHL040517-GBD11782_7517-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGATCTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAGCT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGGTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATATTAGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608674 Chironomus riparius water mite diet isolate 8235-BHL040517-GBD15947_11567-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATTCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTACCCCTAATACTTGGAGCACCTCGCATTGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608675 Chironomus riparius water mite diet isolate 8242-BHL040517-GBD20566_3160-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTCTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAGCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGCTTTTCC

TCAAATAAATAATATAAGTTTCTGACTTTTACCCCACTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608676 Chironomus riparius water mite diet isolate 8246-BHL040517-GBD2879_16224-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTGTTGGGGCTTGATCCGGAATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608677 Chironomus riparius water mite diet isolate 8247-BHL040517-GBD9826_4803-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGAGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTTTAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCCGAAACTGACTTGTCCCCCTAATACTTGGAGCAACTGACATAGCTTTTCC

TCGAATGAATAATATAAGTTTCTGGCCTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608678 Chironomus riparius water mite diet isolate 8251-BHL040517-GBD21831_6481-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTAGAACTTTATACATTATTTTTGGGGATTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGCATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATAGCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608679 Chironomus riparius water mite diet isolate 8254-BHL040517-GBD28687_18724-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTGTTGGGGCTTGATCCGGAATCGTGGGAACTTCATTAAGAATGTTTATTCGAGCCAAATT

AGGACGACCCGGAACTTTCATTGGGGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608680 Chironomus riparius water mite diet isolate 8259-BHL040517-GBD7268_23876-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGACTTGATCCGGAACAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGGGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTGCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608681 Chironomus riparius water mite diet isolate 8266-BHL040517-GBD9288_19625-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTGCCTCTAATACTAGGAGCACCTCACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608682 Chironomus riparius water mite diet isolate 8282-BHL040517-GBD20518_6759-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGTAATAGTGGAAACTTCATTAAGAATGCTTATTCGAGTAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTATTTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGCCTTTCCT

CAAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCCTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608683 Chironomus riparius water mite diet isolate 8289-BHL040517-GBD25724_15646-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCATACTT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGAATTGTCCCCCTAATACTTGGAGCACCTGACATAGCTGTTC

CTCGAATAAATAATATAAGTTTCTGACTTTGACCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAGC

GGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608684 Chironomus riparius water mite diet isolate 8295-BHL040517-GBD22384_15349-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTACGAATGCTTATTCGAGCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGATGTAATTACTGCACATGCTTTTATTCTAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608685 Chironomus riparius water mite diet isolate 8298-BHL040517-GBD24143_9507-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAACAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAAAAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTTCGTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608686 Chironomus riparius water mite diet isolate 8299-BHL040517-GBD15576_14975-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATGCTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTAGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGAGCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTAGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608687 Chironomus riparius water mite diet isolate 8300-BHL040517-GBD2841_20230-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGGCGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTCCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACCCTTCTTCTATCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608688 Chironomus riparius water mite diet isolate 8306-BHL040517-GBD28490_19610-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATCTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTAAGAATGCTTATTTGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCTACCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGGTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608689 Chironomus riparius water mite diet isolate 8314-BHL040517-GBD11522_2385-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAGTT

AGGACGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACAGAGCCTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608690 Chironomus riparius water mite diet isolate 8330-BHL040517-GBD2151_15959-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGTCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTCCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACACAGCTTTTCC

TCGAATAAACAATATAAGGTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTACTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608691 Chironomus riparius water mite diet isolate 8334-BHL040517-GBD24400_21468-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAAACGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCCATTTTAATTGGAGTATTCGGAAACTGACTTGTCCCCCTAATACTCGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608692 Chironomus riparius water mite diet isolate 8335-BHL040517-GBD10166_15578-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGCTTTATCCGGGATAATGGGAACTTCATTTAGGATGGTTATTTGAGCAGAATTT

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608693 Chironomus riparius water mite diet isolate 8344-BHL040517-GBD20929_3806-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTAGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATATTTGGAGCACCTGACATGGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTAATTCTTTCTAGATCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608694 Chironomus riparius water mite diet isolate 8349-BHL040517-GBD15238_13670-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGAAGATGATCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTGATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCTCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTCTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608695 Chironomus riparius water mite diet isolate 8353-BHL040517-GBD18284_11052-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTTATTTTTGGGGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTCCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTCGGAGCCCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608696 Chironomus riparius water mite diet isolate 8359-BHL040517-GBD20328_17580-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTCGATCCGGCATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATGTGAGGATTCTGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

GCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608697 Chironomus riparius water mite diet isolate 8364-BHL040517-GBD21056_17877-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGTGAACTTCATTATGAATGCTTATTCGAACAGAATTA

GGACGACCCGGAACTCTCATTGGAGATGCCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608698 Chironomus riparius water mite diet isolate 8367-BHL040517-GBD24561_19779-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGACGGATTCGGAAACTGATCTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608699 Chironomus riparius water mite diet isolate 8368-BHL040517-GBD10051_4605-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGCTCTGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTT

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCAAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608700 Chironomus riparius water mite diet isolate 8372-BHL040517-GBD25153_22414-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGTTTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608701 Chironomus riparius water mite diet isolate 8376-BHL101416-GBD11998_10564-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGTTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608702 Chironomus riparius water mite diet isolate 8560-BHL101416-GBD19100_9183-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCATCGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGAAGCACATGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTGTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608703 Chironomus riparius water mite diet isolate 8598-BHL101416-GBD11311_11344-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGACCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGTTTTCGGAAACTGACTTGTCCCCCTAATAATTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608704 Chironomus riparius water mite diet isolate 8610-BHL101416-GBD25985_15552-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTAATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCACTAACCCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608705 Chironomus riparius water mite diet isolate 8621-BHL101416-GBD12878_14911-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACCTGTCCCCCTAATACTTGGAACACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608706 Chironomus riparius water mite diet isolate 8636-BHL101416-GBD24318_6743-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAGTTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGAAATAGCTTTTCC

TCGAATAAATAAAATAAGTTTCTGACTCTTACCCCCCTCTCATACCCTCCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608707 Chironomus riparius water mite diet isolate 8650-BHL101416-GBD18375_25619-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACCTTATTTTTGGGGCTTGATCCGGTATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATAGTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608708 Chironomus riparius water mite diet isolate 8661-BHL101416-GBD29141_16143-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTGATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTAACTCTACTACGATCTAGTTCTTTCGTAGAAAATGGAG

GTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608709 Chironomus riparius water mite diet isolate 8664-BHL101416-GBD6631_14147-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGCTGTAGTTACCGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTATTACTTGGAACACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCGTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608710 Chironomus riparius water mite diet isolate 8682-BHL101416-GBD15623_12825-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

ATGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACCCTACTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608711 Chironomus riparius water mite diet isolate 8701-BHL101416-GBD12985_20160-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTACTATAATTTTTCA

CATAGTTATACCAATTTTATTTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGCTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608712 Chironomus riparius water mite diet isolate 8762-BHL101416-GBD15845_3821-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCTTAACTTTCATTGGAGATGACCATATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGCTG

GA

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608713 Chironomus riparius water mite diet isolate 8771-BHL101416-GBD25590_19362-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTGTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCCGCTGTCTAGTTATTTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608714 Chironomus riparius water mite diet isolate 8774-BHL101416-GBD10013_13477-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGTTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTATCTAGTTCTCTCGTAGAAAATGGAGCT

GAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608715 Chironomus riparius water mite diet isolate 8777-BHL101416-GBD26404_16116-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACGTTATACATTATTTTTGGGGCTTGATCCGGACTAGTGGGCACTTCATTAAGAATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608716 Chironomus riparius water mite diet isolate 8840-BHL101416-GBD20674_9921-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGAGAACTTCATTAAGAATACTTAATCGAACAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATGCTTGGAGCACATGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608717 Chironomus riparius water mite diet isolate 8855-BHL101416-GBD10890_14375-Lq60 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGGAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608718 Chironomus riparius water mite diet isolate 8909-BHL032417-GBD7733_13253-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTG

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCTCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608719 Chironomus riparius water mite diet isolate 8919-BHL032417-GBD25314_5708-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTAATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608720 Chironomus riparius water mite diet isolate 8945-BHL032417-GBD15221_11859-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATGATGTTGTAGTTACTGCACATGCTTTTGTTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGACCCCCTAATACTTAGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608721 Chironomus riparius water mite diet isolate 8948-BHL032417-GBD12882_14298-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCGGGAACTTTCATTGGAGATGAACAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAACATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTCGCAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608722 Chironomus riparius water mite diet isolate 8955-BHL032417-GBD24491_4905-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACAACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGACATAGCCTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608723 Chironomus riparius water mite diet isolate 8960-BHL032417-GBD26948_11658-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCCCTAATACTAGGAGCACCTGACATAGCTTTTCC

TCGAATAAGTAATATAAGTTTCTGACTTTTTCCCCCCTTTCTGACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608724 Chironomus riparius water mite diet isolate 8965-BHL032417-GBD14612_2559-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCTACCCGGAACTTTCATTGGAGACGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTGGGAAACTGACTGGTCACCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608725 Chironomus riparius water mite diet isolate 9000-BHL032417-GBD6995_7201-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGCCCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608726 Chironomus riparius water mite diet isolate 9012-BHL032417-GBD13726_26777-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTGCCTCTAATACTAGGAGCCCCTGATATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608727 Chironomus riparius water mite diet isolate 9017-BHL032417-GBD14486_2196-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGCTGTAGTTACTGCACATGCTTTTGTTATAATTTTTTT

CCTAGTTATACCAATTTTAATTGGAGGATTCGGTACCTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCTAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGCGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608728 Chironomus riparius water mite diet isolate 9023-BHL032417-GBD28426_11352-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTCTTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGTGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAACAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACCCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608729 Chironomus riparius water mite diet isolate 9024-BHL032417-GBD18268_2977-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGATCTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGGTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCTCCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTTCTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608730 Chironomus riparius water mite diet isolate 9043-BHL032417-GBD7536_14947-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTACTTCTTTCAAGTTCAATCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608731 Chironomus riparius water mite diet isolate 9049-BHL032417-GBD14589_3225-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACAAAAGTTATAATTTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCACCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGTCTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACCGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608732 Chironomus riparius water mite diet isolate 9064-BHL032417-GBD25774_20244-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTGTCTTACACTTCATCTAGCTAGTTCTTTCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608733 Chironomus riparius water mite diet isolate 9074-BHL032417-GBD29519_13716-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCTGGACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCTTACTCATCGTCTTTCTAGTTCTTTCTTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608734 Chironomus riparius water mite diet isolate 9075-BHL032417-GBD23650_11284-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTCGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTTCCTAACGCCACTTCTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608735 Chironomus riparius water mite diet isolate 9084-BHL032417-GBD4759_17072-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCGTATTCGAGAAGAATG

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCGTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAAGTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608736 Chironomus riparius water mite diet isolate 9111-BHL032417-GBD15340_9251-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGATCTTTCATTGGTGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTGACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608737 Chironomus riparius water mite diet isolate 9119-BHL032417-GBD23929_8451-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTGATACCAATTTTAATTGGAGGACTCGGAAACTGACTTGTCCCCCTAATACTTGGTGCTCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTAACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608738 Chironomus riparius water mite diet isolate 9125-BHL032417-GBD7721_19830-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACGTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCAGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCATCATAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTCCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608739 Chironomus riparius water mite diet isolate 9139-BHL032417-GBD6468_18414-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGTGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGCGCAGAATT

AGGCCGACCCGGCACTTTCATTGGAGATGACCAAATTTATAATGTTGTCGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTAGACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGGAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608740 Chironomus riparius water mite diet isolate 9140-BHL032417-GBD17083_21885-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCTGGAATAGTTGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGTCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATTCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTCTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608741 Chironomus riparius water mite diet isolate 9155-BHL032417-GBD28762_16445-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTGGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCTAACTCTTCTACTATCAAGTTCATTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608742 Chironomus riparius water mite diet isolate 9166-BHL032417-GBD26684_9716-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGAACAGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGAGTCGGAAACTGATTCGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTGTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608743 Chironomus riparius water mite diet isolate 9171-BHL032417-GBD14283_3486-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGAGGGAACTACATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGATGTAGGTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCTCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608744 Chironomus riparius water mite diet isolate 9172-BHL032417-GBD20069_24881-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCTCTAATACTTGGAGCTCCTGATATAGCTTTTCC

ACGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTAACCCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608745 Chironomus riparius water mite diet isolate 9193-BHL032417-GBD10088_10398-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAGACTGATTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTAACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608746 Chironomus riparius water mite diet isolate 9197-BHL032417-GBD13088_3827-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTGGGGCAGAATT

AGGCCGACCCGAAACTTTCATTGGAGATGACCAAATTTATAATGTGGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608747 Chironomus riparius water mite diet isolate 9201-BHL032417-GBD11996_2748-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCAAATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTTATTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608748 Chironomus riparius water mite diet isolate 9234-BHL032417-GBD20844_27779-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGAATGCTTATTCGAGCAGAATT

AGGTCGTCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTTTCTTACACTACTTCTATCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608749 Chironomus riparius water mite diet isolate 9237-BHL032417-GBD26765_15559-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATCTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTGTTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCTCCTAATACTTGGAGCACCTGACATAGCATTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608750 Chironomus riparius water mite diet isolate 9239-BHL032417-GBD21944_9913-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTCGTAGTTACCGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGAATTCGGAAACTGACTTGTCCTCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCAGCTTCTTGCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608751 Chironomus riparius water mite diet isolate 9248-BHL032417-GBD16376_4977-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGATATACCAATTGTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTGGGAGCACCTGACATAGCTTTTC

CTCGACTAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTCGAAAATGGAGC

TGGA

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608752 Chironomus riparius water mite diet isolate 9262-BHL032417-GBD23315_27042-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCACCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCACTCTAACTCTTCTTCTTTCTAGTCCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608753 Chironomus riparius water mite diet isolate 9268-BHL032417-GBD21491_27161-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGAGCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTTCTACTTTCTAGTACATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608754 Chironomus riparius water mite diet isolate 9273-BHL032417-GBD14318_20746-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGCGGGAACTTCATTACGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGCTTCGGAAACTGACCTGTCCCCCTAATACTTGGAGCACCTGACATGGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCATTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608755 Chironomus riparius water mite diet isolate 9284-BHL032417-GBD18417_20734-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGTGCAGAATTA

GGACAACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCGTACTCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608756 Chironomus riparius water mite diet isolate 9305-BHL032417-GBD18783_11280-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGTATGCTTATTCGAGCAAAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608757 Chironomus riparius water mite diet isolate 9308-BHL032417-GBD26785_7610-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCATATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATCTTAATTGTAGGATTCGGAAACTGACTTGTGCCCCTAATACTTGGAGCACCTGACATAGCTATTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608758 Chironomus riparius water mite diet isolate 9311-BHL032417-GBD13933_8914-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGCACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCTCCTGACATAGCTTTTCC

GCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCACTTACCCTTCTTCTATCGAGTTCTTTCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608759 Chironomus riparius water mite diet isolate 9318-BHL032417-GBD15002_11466-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCTCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCACTTACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608760 Chironomus riparius water mite diet isolate 9321-BHL032417-GBD16485_17367-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCTACACGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGTTCTTACTCTACATCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608761 Chironomus riparius water mite diet isolate 9324-BHL032417-GBD21394_3845-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGTCCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACGTAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608762 Chironomus riparius water mite diet isolate 9337-BHL032417-GBD27736_17321-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGTTACTTCATTTAGTATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTCTTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCGAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608763 Chironomus riparius water mite diet isolate 9345-BHL032417-GBD15703_10706-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATACGAGCAGAATT

AGGTCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCACCTAATACTTGGAGCACCTGGCATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTGTCTTACTCTGCTTCTTTCTAGTACGTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608764 Chironomus riparius water mite diet isolate 9347-BHL032417-GBD8353_17033-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCCTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTGGTTACTGCACATGCTTTTATTATAATTCCTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATGTAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608765 Chironomus riparius water mite diet isolate 9355-BHL032417-GBD15998_5388-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGTAACTTTCACTGGAGATGACCATATTTATAATGTTGTAGTTACTGCACATGCTGTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGAGTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608766 Chironomus riparius water mite diet isolate 9367-BHL032417-GBD29309_14832-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGTCGACCCGGAACTTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCAGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608767 Chironomus riparius water mite diet isolate 9378-BHL032417-GBD27860_9275-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCATTTATTATAATTTTCTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATGGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTCCCCCCCTGTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608768 Chironomus riparius water mite diet isolate 9403-BHL032417-GBD18568_25211-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGAACCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGTATTCGGAAACTGACTTGTCCCCCTAATACTGGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTGTCTGACTTTTACCCCCCTATCTAACTCTTCGTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608769 Chironomus riparius water mite diet isolate 9412-BHL032417-GBD26365_11846-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGTAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCACCACTCTTACGCTGCTGCGTTCTAGTACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608770 Chironomus riparius water mite diet isolate 9429-BHL032417-GBD2918_13234-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGTCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTCTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCATCTCTTACTCTTCTTCTATCTAGTTCTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608771 Chironomus riparius water mite diet isolate 9448-BHL032417-GBD22081_11023-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCTGAATT

AGGACGACCCGGAACTTTCATTGGAGACGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTCTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTCTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608772 Chironomus riparius water mite diet isolate 9462-BHL032417-GBD2637_11388-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTTGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGATTTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGCTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608773 Chironomus riparius water mite diet isolate 9464-BHL032417-GBD26871_11626-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCGTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CGTAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCAACTGACATAGCTTTTC

CTCGAATAAAGAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACATCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608774 Chironomus riparius water mite diet isolate 9505-BHL032417-GBD27737_8768-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGAAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTATTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTGAATTGGAGGATTCGGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCATACTCATCTTCATTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608775 Chironomus riparius water mite diet isolate 9517-BHL032417-GBD29289_16866-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCTCGCTGAC

Using NCBI BLASTN in June 2018, this sequence was 98.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608776 Chironomus riparius water mite diet isolate 9529-BHL032417-GBD27425_22969-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGACGACCAAATTTATAATGTTGTAGTTACCGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608777 Chironomus riparius water mite diet isolate 9561-BHL032417-GBD14428_18847-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATGGCTTTTCC

TCGAATAAATATTATAAGTTTCTGACTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608778 Chironomus riparius water mite diet isolate 9592-BHL032417-GBD10755_16789-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608779 Chironomus riparius water mite diet isolate 9742-BHL040517-GBD5716_11392-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608780 Chironomus riparius water mite diet isolate 9989-BHL040517-GBD6638_17175-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTCTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608781 Chironomus riparius water mite diet isolate 10036-BHL040517-GBD4905_12545-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGCACTTCATTGAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTATTACCCCCCTCACTTACCCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608782 Chironomus riparius water mite diet isolate 10055-BHL040517-GBD10271_10212-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACTTTATTTTTGGGGCTTGGTCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTACTTCTACCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608783 Chironomus riparius water mite diet isolate 10065-BHL040517-GBD7575_10249-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTGTACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCCTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608784 Chironomus riparius water mite diet isolate 10097-BHL040517-GBD7396_16697-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACGTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGCATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACCTTGACCCCCCTCTCTTACTCTTCATAAATCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608785 Chironomus riparius water mite diet isolate 10120-BHL040517-GBD23132_26759-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAACTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATATTAATTGGAGGATTTGGAAACTGACTTGTCCCACTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608786 Chironomus riparius water mite diet isolate 10125-BHL040517-GBD8226_17389-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCGCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGGGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTACATTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608787 Chironomus riparius water mite diet isolate 10145-BHL040517-GBD15378_23052-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTCCC

TCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCTCACTAACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608788 Chironomus riparius water mite diet isolate 10173-BHL040517-GBD23985_20722-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTCTTTGGAGATGACCAAATTTATAATGCTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTTTCTAGTGCAGTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608789 Chironomus riparius water mite diet isolate 10178-BHL040517-GBD8219_22045-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATCTGGAAACTGACTTGTACCCCTAATACTTGGAGCTCCTGTCATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608790 Chironomus riparius water mite diet isolate 10180-BHL040517-GBD4868_9445-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGTCTTGCTCCGGAATAGTGCGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGATGTCGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGATTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAAGGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608791 Chironomus riparius water mite diet isolate 10188-BHL040517-GBD9369_12747-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTACACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAATT

AGGACGGCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCGTACGCTGCTTCGTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608792 Chironomus riparius water mite diet isolate 10189-BHL040517-GBD18347_21069-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAACTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATATTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTGTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608793 Chironomus riparius water mite diet isolate 10190-BHL040517-GBD22988_24581-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTATACTTTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTCGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTCCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608794 Chironomus riparius water mite diet isolate 10196-BHL040517-GBD20775_11416-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGACATAGTTTTTCC

TCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608795 Chironomus riparius water mite diet isolate 10202-BHL040517-GBD16097_10128-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGCTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTTCC

TCGAATAATTAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608796 Chironomus riparius water mite diet isolate 10210-BHL040517-GBD10587_11477-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGAACAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTGATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608797 Chironomus riparius water mite diet isolate 10215-BHL040517-GBD27079_12033-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTAATTTGAGCAGAATT

AGGACGACCCGGCACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTGCTCTTCTTCTATCTAGTTCTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608798 Chironomus riparius water mite diet isolate 10222-BHL040517-GBD27905_11754-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGCCATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCCACTAACTCTTCTACTATCTAGTTCTATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608799 Chironomus riparius water mite diet isolate 10247-BHL040517-GBD21002_12171-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGAATGCTTATTTGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCAACTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCAACATCTTTCTAGTACTTTAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608800 Chironomus riparius water mite diet isolate 10271-BHL040517-GBD24014_9026-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGTTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTTCCT

CGAATAATTAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608801 Chironomus riparius water mite diet isolate 10277-BHL040517-GBD19825_27475-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTAGGAGCACCTGACATAGTTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608802 Chironomus riparius water mite diet isolate 10288-BHL040517-GBD18446_13113-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCTCCTAATACTTGGAGCACCTGACATAGCTTCTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTGCCTCTTTCGAGTTCGTTTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608803 Chironomus riparius water mite diet isolate 10296-BHL040517-GBD20118_8561-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTATGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCACCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCATCGCTTACTCTTCTTCTTTCGAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608804 Chironomus riparius water mite diet isolate 10312-BHL040517-GBD6803_14984-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGTCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATCGGAGGATTCGGAAACTGACTTGTCCCCCTAACACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCATACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608805 Chironomus riparius water mite diet isolate 10353-BHL040517-GBD23688_11247-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGTATGCTTATTCGAGCCAAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608806 Chironomus riparius water mite diet isolate 10376-BHL040517-GBD3411_15624-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTAGAGCAGAATT

AGGACGACCCGGAACTCTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACAGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCTCTAATACTTGGAGCCCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608807 Chironomus riparius water mite diet isolate 10378-BHL040517-GBD17557_8169-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTACTTATTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608808 Chironomus riparius water mite diet isolate 10380-BHL040517-GBD17393_4544-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTGATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCATATTTATAATGTTGTAGGTACTGCACATGCATTTATTATAATTTTTTT

CATAGGTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608809 Chironomus riparius water mite diet isolate 10404-BHL040517-GBD24774_19952-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTGC

CTCGAATAAATAATATAAGTTTCTGACTTGTACCCCCCGCGCTTACACGACTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608810 Chironomus riparius water mite diet isolate 10434-BHL040517-GBD14195_9900-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGGACTTCCTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCATCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608811 Chironomus riparius water mite diet isolate 10436-BHL040517-GBD9287_16700-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTACAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCTCCTAATACTTGGAGCGCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACGTTTACCCCCCTCTCTTACTCTTCTTCGTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608812 Chironomus riparius water mite diet isolate 10453-BHL040517-GBD16356_25372-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

ACGAATAAATAATATAAGATTCTGACTCTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTACATTAGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608813 Chironomus riparius water mite diet isolate 10458-BHL040517-GBD29120_12692-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCCTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTGATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTTCTACTATCTAGTTCTTTAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608814 Chironomus riparius water mite diet isolate 10462-BHL040517-GBD12562_8857-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACACGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCAGCTCTTACGCTTCTTCTATCTAGTGCTGTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608815 Chironomus riparius water mite diet isolate 10472-BHL040517-GBD8253_19254-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTGTTTGAGCAGCATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCTCTTACACTTCATCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608816 Chironomus riparius water mite diet isolate 10484-BHL040517-GBD25908_24054-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCATATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTCAATTGGAGGATTCGGAAATTGACTTGTTCTCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608817 Chironomus riparius water mite diet isolate 10515-BHL040517-GBD15928_4649-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCTGAACTTTCATTGGAGATGACCAAATTTATAATGTAGTAGTTACTGCACATGCTTTTATAATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTAGTCACCCTAATACTTGGAGCCCCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608818 Chironomus riparius water mite diet isolate 10522-BHL040517-GBD22926_12217-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGCACTTCATTAAGAATGTTTATTCGAGCAGAATTA

GGACGACACGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608819 Chironomus riparius water mite diet isolate 10523-BHL040517-GBD14491_2575-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGGTGTAGGTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGAATGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGCAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608820 Chironomus riparius water mite diet isolate 10524-BHL040517-GBD24247_25210-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGCACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTAACTCTTCTTATTTCTAATTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608821 Chironomus riparius water mite diet isolate 10526-BHL040517-GBD14490_2717-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTGGATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTGATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTAGGAACCTGACTTGTCCCCCTAATACTTGGAGCTCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608822 Chironomus riparius water mite diet isolate 10557-BHL040517-GBD2533_16858-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

CGGACGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATCCGGAAACTGATTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTCATAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608823 Chironomus riparius water mite diet isolate 10564-BHL040517-GBD15296_2710-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACATCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCATATTTATAATGTTGTAGTAACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCTCTCTTTCTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608824 Chironomus riparius water mite diet isolate 10569-BHL040517-GBD6650_20930-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGCACTTCTTTAAGAATGTTTATTCGAGCAGAATTC

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATATTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608825 Chironomus riparius water mite diet isolate 10570-BHL040517-GBD14977_17119-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATCCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTCCC

ACGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCAAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608826 Chironomus riparius water mite diet isolate 10599-BHL040517-GBD23245_26238-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCTGAATTA

GGACGACCCGGAACTTTCTTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTGTACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGTCATAGCTTTTCCT

CGAATAAATGATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608827 Chironomus riparius water mite diet isolate 10603-BHL040517-GBD16129_4639-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTAGCAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTTCC

TCGAATAATTAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGCGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608828 Chironomus riparius water mite diet isolate 10605-BHL040517-GBD6872_20795-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATTGGAACTTCATTAAGAATGCTTATTCGGGCAGAATT

ATGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTCTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608829 Chironomus riparius water mite diet isolate 10610-BHL040517-GBD26433_14507-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACGGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGATCACCTGACAAAACTTTTCC

TCGAAAAAAAAAAATAAGGTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608830 Chironomus riparius water mite diet isolate 10617-BHL040517-GBD11158_15257-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCAGGAATAATGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATT

AGGACTACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608831 Chironomus riparius water mite diet isolate 10621-BHL040517-GBD11892_15341-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAAAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAACAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTCTCTAGTACGTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608832 Chironomus riparius water mite diet isolate 10628-BHL040517-GBD14717_5758-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGAGGGAACTTCATTAAGAATGCGTATGCGAGCAGAAT

CAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTGTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTTCTCTTCTTCTTTCTCGTTCTTTCGTAGAAAATGGCGC

TGGAA

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608833 Chironomus riparius water mite diet isolate 10630-BHL040517-GBD2194_14485-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGGATGTTTATTCGAGCAGAATT

AGGACGCCCCGGTACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608834 Chironomus riparius water mite diet isolate 10645-BHL040517-GBD28445_9818-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATATTGGGAACTTCATTAAGAATGCTTATTCCAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATTACCAAATTTATAATGTTGTAGTTACTGCACCTGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608835 Chironomus riparius water mite diet isolate 10665-BHL040517-GBD14352_2821-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGGTGTAGTTACTGCACATGCATTTATTGTAATTTTTTT

CATAGATATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTTC

CTCGAATAATTAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTCCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608836 Chironomus riparius water mite diet isolate 10668-BHL040517-GBD17165_2372-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGCGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAGT

AGGACGACCCGGAACTTTCATTGGAGCTGACCAAATTTATAATGATGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATGCGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608837 Chironomus riparius water mite diet isolate 12199-BHL040517-GBD19100_9183-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCATCGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGAAGCACATGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTGTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608838 Chironomus riparius water mite diet isolate 12237-BHL040517-GBD11311_11344-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGACCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGTTTTCGGAAACTGACTTGTCCCCCTAATAATTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608839 Chironomus riparius water mite diet isolate 12249-BHL040517-GBD25985_15552-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTAATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCACTAACCCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608840 Chironomus riparius water mite diet isolate 12260-BHL040517-GBD12878_14911-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACCTGTCCCCCTAATACTTGGAACACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608841 Chironomus riparius water mite diet isolate 12275-BHL040517-GBD24318_6743-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAGTTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGAAATAGCTTTTCC

TCGAATAAATAAAATAAGTTTCTGACTCTTACCCCCCTCTCATACCCTCCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608842 Chironomus riparius water mite diet isolate 12289-BHL040517-GBD18375_25619-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACCTTATTTTTGGGGCTTGATCCGGTATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATAGTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608843 Chironomus riparius water mite diet isolate 12300-BHL040517-GBD29141_16143-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTGATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTAACTCTACTACGATCTAGTTCTTTCGTAGAAAATGGAG

GTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608844 Chironomus riparius water mite diet isolate 12303-BHL040517-GBD6631_14147-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGCTGTAGTTACCGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTATTACTTGGAACACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCGTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608845 Chironomus riparius water mite diet isolate 12321-BHL040517-GBD15623_12825-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

ATGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACCCTACTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608846 Chironomus riparius water mite diet isolate 12340-BHL040517-GBD12985_20160-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTACTATAATTTTTCA

CATAGTTATACCAATTTTATTTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGCTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608847 Chironomus riparius water mite diet isolate 12401-BHL040517-GBD15845_3821-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCTTAACTTTCATTGGAGATGACCATATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGCTG

GA

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608848 Chironomus riparius water mite diet isolate 12410-BHL040517-GBD25590_19362-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTGTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCCGCTGTCTAGTTATTTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608849 Chironomus riparius water mite diet isolate 12413-BHL040517-GBD10013_13477-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGTTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTATCTAGTTCTCTCGTAGAAAATGGAGCT

GAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608850 Chironomus riparius water mite diet isolate 12416-BHL040517-GBD26404_16116-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACGTTATACATTATTTTTGGGGCTTGATCCGGACTAGTGGGCACTTCATTAAGAATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608851 Chironomus riparius water mite diet isolate 12479-BHL040517-GBD20674_9921-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGAGAACTTCATTAAGAATACTTAATCGAACAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATGCTTGGAGCACATGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608852 Chironomus riparius water mite diet isolate 12558-BHL040517-GBD23498_14547-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGTACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTAACTCTTCTTCGTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608853 Chironomus riparius water mite diet isolate 12640-BHL040517-GBD25983_8316-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTATCTTACTCTACCTCGTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608854 Chironomus riparius water mite diet isolate 12641-BHL040517-GBD24513_21447-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTGTTCGAGCAGAATT

AGGACGACCCGTAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608855 Chironomus riparius water mite diet isolate 12729-BHL040517-GBD25014_23908-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGTACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608856 Chironomus riparius water mite diet isolate 12789-BHL040517-GBD2257_15405-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGAAACTTTCATTGGAGATGACCAAATTTATAACGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACTTCCCTCACTTACTCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608857 Chironomus riparius water mite diet isolate 12855-BHL040517-GBD20594_23866-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATGCATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTACACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTAACTCTTCTTCTATCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608858 Chironomus riparius water mite diet isolate 13555-BHL040517-GBD22152_24113-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAAAATT

AGGACGACCCGGAACTATCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAGCTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

ATCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTTGTAGAAAATGAAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608859 Chironomus riparius water mite diet isolate 13580-BHL040517-GBD6627_8869-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGGATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAAAACTTGGAGCACCTGACATAGCTTTTC

CCCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTATCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGCAAC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608860 Chironomus riparius water mite diet isolate 13595-BHL040517-GBD22883_9121-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAGCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTATCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608861 Chironomus riparius water mite diet isolate 13601-BHL040517-GBD21907_15606-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGCACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACCCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608862 Chironomus riparius water mite diet isolate 13612-BHL040517-GBD28620_18982-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTAGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608863 Chironomus riparius water mite diet isolate 13640-BHL040517-GBD6802_16987-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTCGGGGCTTGATCCGGAATAGTGGGGACTTCATTAAGAATGCTTATTCGAGCTGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGATCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608864 Chironomus riparius water mite diet isolate 13643-BHL040517-GBD23482_10790-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

CGGACGACCCGGAACTTTCATTGGAGATGACCAAGTTTATAATGTTGTAGTTCCTGCACATTCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACGCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608865 Chironomus riparius water mite diet isolate 13648-BHL040517-GBD12041_10295-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGATCTTTATACATTATTTTTGGTGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTACTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACACCCCTCTCTTACTCTTCTTCTTTCTAGTACAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608866 Chironomus riparius water mite diet isolate 13651-BHL040517-GBD19594_5640-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCTAGCAGAATT

AGGACGACCCGGATCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CACAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608867 Chironomus riparius water mite diet isolate 13652-BHL040517-GBD21250_26595-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAATTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGAGAACTTCATTAAAAATGCTTACGCGAACAGAATG

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGTT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608868 Chironomus riparius water mite diet isolate 13685-BHL040517-GBD4374_12016-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGTTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGCTTT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTGCTAGTTCTTTCATAGAAAAGGGAGCT

GGAACAGGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608869 Chironomus riparius water mite diet isolate 13687-BHL040517-GBD17497_5360-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTAACTCGAGCAGAATT

AGGACGACCCGGAACATTCATGGGAGATGACCAAATTTATAATGTTGTAGTTACAGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCTCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608870 Chironomus riparius water mite diet isolate 13689-BHL040517-GBD17957_3084-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGAGGGAACTTCATTAAAAATGCGTATTCGAGCCGAATT

AGGACGAACCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTATTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGGGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTATCCCCCTCTCTTACTCTTCTTCTTTCTAGCTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608871 Chironomus riparius water mite diet isolate 13693-BHL040517-GBD15791_5804-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTGATTCGAGCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTTACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTCCTCTTCTTCTTTCTCGATCTTTCGTAGAAAATGGAGCT

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608872 Chironomus riparius water mite diet isolate 13739-BHL040517-GBD24267_23722-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGAGTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCACTCTTACTCTTCATCATTCTAGTTCTTTCGTAGAAAATGGCGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608873 Chironomus riparius water mite diet isolate 13740-BHL040517-GBD26818_17684-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGCTTGATCCTGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAGTACTTGGAGCACCTGACATAGCTTTTCC

TCGAACAAATAATATAAGTTTCTGACTTTTACCCTCCTCGCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608874 Chironomus riparius water mite diet isolate 13742-BHL040517-GBD23295_25893-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCTGAATAGTGTTAACTTCATTATGAATTCTTACTCGAGCAGAATTA

GGACGAACCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTGCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608875 Chironomus riparius water mite diet isolate 13750-BHL040517-GBD14931_5577-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACTACCCGGAACTTTCATTGGAGATGACCATATTTATAATGGTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACAGGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGA

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608876 Chironomus riparius water mite diet isolate 13764-BHL040517-GBD16533_15608-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGGTTCTGACTATTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACTGTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608877 Chironomus riparius water mite diet isolate 13780-BHL040517-GBD25571_17717-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAATATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCCCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAACTGGAGGATTCGGAAACTGACTTGTACCCCTAATACTTGGAGTACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTGACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608878 Chironomus riparius water mite diet isolate 13782-BHL040517-GBD5700_12311-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGGCGACCCGGATCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTAGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCCTGCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608879 Chironomus riparius water mite diet isolate 13785-BHL040517-GBD28595_17863-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGTTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTACTCGAGTAGAATTA

GCACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608880 Chironomus riparius water mite diet isolate 13794-BHL040517-GBD12009_21661-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTTAGAATGTTTACTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATGATATAAGTTTCTGACTTGTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608881 Chironomus riparius water mite diet isolate 13795-BHL040517-GBD18376_3886-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAGT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGCATAAATAATATAATTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608882 Chironomus riparius water mite diet isolate 13808-BHL040517-GBD23669_14298-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGAGGGAACTTCACTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCTGAACTTTCATTGGAGATGACAAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCCATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608883 Chironomus riparius water mite diet isolate 13817-BHL040517-GBD14003_18905-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTCGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTAGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTCC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTGACTCTTTTTCTTTCTAGTTCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608884 Chironomus riparius water mite diet isolate 13820-BHL040517-GBD10602_9490-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTAGGGCTTGATCCGGAATAGTTGGAACTTCATTAAGAATGCTTACTCGAGCCGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTTCTGCTTTCTAGTGCTTGCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608885 Chironomus riparius water mite diet isolate 13829-BHL040517-GBD17012_2484-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTAATTCGAGCAGAACT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAGTAGTTACTGCACATGCATTTATTATAATTTTTTA

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTCTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608886 Chironomus riparius water mite diet isolate 13834-BHL040517-GBD19101_7969-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGAAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTACTACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATCTTTACCCCCCTCTCGTACTCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608887 Chironomus riparius water mite diet isolate 13847-BHL040517-GBD29232_18231-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGTATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTCATTGAAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGCTTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608888 Chironomus riparius water mite diet isolate 13851-BHL040517-GBD20201_5102-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCACTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAATTTTCTGACTTTTACCCCCCTCTCTGACTCTACTTCTTTCTAGTTCTTGCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608889 Chironomus riparius water mite diet isolate 13861-BHL040517-GBD29509_13417-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGTTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACAGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATACAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608890 Chironomus riparius water mite diet isolate 13864-BHL040517-GBD9611_24391-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTAGGAGCATCTGATATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTAGCTAGAACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608891 Chironomus riparius water mite diet isolate 13865-BHL040517-GBD22062_12205-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTTCC

TCGAATAAACAATATAAGTTTCTGACTTTTACCCCCCTCTCCTACTCAGCCTCTTGCGAGTTCTTGCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608892 Chironomus riparius water mite diet isolate 13873-BHL040517-GBD16016_24918-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGGGGGAACTTCATTTAGAATGCTTACTCGAGCAGAGTT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTGACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

AGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608893 Chironomus riparius water mite diet isolate 13880-BHL040517-GBD7386_12328-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCAGTATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGAGTCGGAAACTGAATTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTAGTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608894 Chironomus riparius water mite diet isolate 13898-BHL040517-GBD26798_13251-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAATTTTATACATTATTTTTGGGGCTTCATCCGGAATAGTGGGAACTTCATTTAGAATGTTTATTCGAGTAGAATTA

GGAGGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCC

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTCCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608895 Chironomus riparius water mite diet isolate 13904-BHL040517-GBD6986_6478-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGAATGCTTACTCGAGCAGAATT

AGGACGAGCCGGTACTTTCATTGGAGATGACCAAAGTTATAATGTTGTAGTCACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608896 Chironomus riparius water mite diet isolate 13930-BHL040517-GBD5481_19862-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTCCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATATTAATTGGAGGATTCGGAAACTGACTAGTCCCCATAATACTTGGAGCACCTGACATAGCTTTTC

CTCGGATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608897 Chironomus riparius water mite diet isolate 13949-BHL040517-GBD23965_7138-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGTATGCTTATTCGAGCCGAATT

AGGACGACCCGGGACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACACCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608898 Chironomus riparius water mite diet isolate 13950-BHL040517-GBD7141_22164-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTGGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTACTACTTTCTAGCTCTTTAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608899 Chironomus riparius water mite diet isolate 13956-BHL040517-GBD26118_8532-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTATTCGATCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGATCAAATTTGTAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGATCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608900 Chironomus riparius water mite diet isolate 13957-BHL040517-GBD13949_4449-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACATCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGTAACTGTCATTGGAGATGACCAAATTTATAATGTACTAGTTACTGCACATGCATTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608901 Chironomus riparius water mite diet isolate 13962-BHL040517-GBD24821_25250-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGTATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGCAACTGACTTGTCCACCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACGCTTCTTCTATCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608902 Chironomus riparius water mite diet isolate 13964-BHL040517-GBD18580_15744-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TTGATTAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCTTACACTTCATCTTGCTAGTTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608903 Chironomus riparius water mite diet isolate 13969-BHL040517-GBD11540_27472-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAACAGAATT

AGGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTTGAGGATTCGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608904 Chironomus riparius water mite diet isolate 13975-BHL040517-GBD10929_26811-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATATATAATGTTGTAGTTACTGCACATGCATTTATAATAATTTTTTT

CATAGTTATAGCAATTTTAATTGGAGTATTCGGAAACTGACTTGTCCCCCTAATAATTGGAGCACCTGACATAGCTTTTCC

TCGAATAAAAAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608905 Chironomus riparius water mite diet isolate 13982-BHL040517-GBD4191_14648-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGTGAACTTCATTAAGATTGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGACACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACGCTTCTTCTGTCTAGTTCTTTCGCAGAAAACGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608906 Chironomus riparius water mite diet isolate 13997-BHL040517-GBD18812_17608-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAAAGTTGTGGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTTGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608907 Chironomus riparius water mite diet isolate 14008-BHL040517-GBD27054_17418-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACAACCAGGAACTTTCATTGGAGATGACCAAATTTATATTGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTATAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTTCTTCTGTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608908 Chironomus riparius water mite diet isolate 14011-BHL040517-GBD24960_5678-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGATCTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGGCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTACTTCTTTCTAGTTCTGTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608909 Chironomus riparius water mite diet isolate 14015-BHL040517-GBD15990_10733-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTCAGAATGCTTATTCGAGCAGAATTA

GGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTATCTAGTACTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608910 Chironomus riparius water mite diet isolate 14016-BHL040517-GBD11435_22689-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGTATGCTTATTCGAGCAGAGTTA

GGTCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608911 Chironomus riparius water mite diet isolate 14021-BHL040517-GBD17757_29118-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGATCTTCATTTAGAATGCTTATCCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCA

CGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608912 Chironomus riparius water mite diet isolate 14023-BHL040517-GBD10869_15415-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACAACCTGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCTT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608913 Chironomus riparius water mite diet isolate 14024-BHL040517-GBD13537_4808-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCGGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAAGT

AGGACGACCCGGAACTTTCATTGGAGATGACCATATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCCAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGA

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608914 Chironomus riparius water mite diet isolate 14025-BHL040517-GBD11127_18538-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAACCTTGTAGTTACGGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608915 Chironomus riparius water mite diet isolate 14028-BHL040517-GBD13637_25277-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGTGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGTCCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGTTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608916 Chironomus riparius water mite diet isolate 14032-BHL040517-GBD10593_20956-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGAGGCTTGATCCGGACTAGTGGGAACTTCACTAAGAATGCTTATCCGAGCAGAATT

AGGAAGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCATTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTCACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608917 Chironomus riparius water mite diet isolate 14033-BHL040517-GBD16809_3715-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCTGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTATTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGCGC

TGGA

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608918 Chironomus riparius water mite diet isolate 14035-BHL040517-GBD14647_5894-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAAGT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGGTACAGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAAATGACTTGTCCCCCTAATACTTGGATCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTCCTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGCGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608919 Chironomus riparius water mite diet isolate 14036-BHL040517-GBD24499_4788-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATATTTTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAACTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608920 Chironomus riparius water mite diet isolate 14037-BHL040517-GBD21790_22979-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTCACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTGGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608921 Chironomus riparius water mite diet isolate 14038-BHL040517-GBD27042_12381-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGTACGACCCGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATATATAATATAAGTTTCTGATTTTTACCCCCCTCTCATACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608922 Chironomus riparius water mite diet isolate 14046-BHL040517-GBD17954_10658-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTCGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTTTGCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCCCTTACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608923 Chironomus riparius water mite diet isolate 14047-BHL040517-GBD12286_26013-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTCGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTGTAATGTTGTAGTCACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATTCTAGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608924 Chironomus riparius water mite diet isolate 14048-BHL040517-GBD23177_3566-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGTGAACTTCATTATGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGTCTCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTGCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608925 Chironomus riparius water mite diet isolate 14051-BHL040517-GBD21897_24174-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAGCTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATCCTAATTGGAGGATTCGGTAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTTCCCCCCTCTCTTACTTTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608926 Chironomus riparius water mite diet isolate 14055-BHL040517-GBD24255_19829-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTTATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608927 Chironomus riparius water mite diet isolate 14056-BHL040517-GBD27764_9184-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGTAAAAATAATATAAGTTTCTGACTATTACCCCCCTCACTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608928 Chironomus riparius water mite diet isolate 14063-BHL040517-GBD23563_15888-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATCCGAACAGAATT

ATGACGACCCGGAACTTTCCTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTACTTTCTAGTTCTGTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608929 Chironomus riparius water mite diet isolate 14067-BHL040517-GBD22100_14925-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAACAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAAATATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608930 Chironomus riparius water mite diet isolate 14069-BHL040517-GBD6480_22521-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTACTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTC

CTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCATCTCTTACTCCTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608931 Chironomus riparius water mite diet isolate 14072-BHL040517-GBD21416_23828-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGAGATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCACTCTAACTCAGCTTCTTTCTAGTTCGTTCGTAGAAAATGGAG

CTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608932 Chironomus riparius water mite diet isolate 14077-BHL040517-GBD2966_13609-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACCTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATCGTTATACCAATTTTAATTGGAGGATTCTGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCGTCTTTCTAGTCCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608933 Chironomus riparius water mite diet isolate 14078-BHL040517-GBD22487_5568-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGTACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACACGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608934 Chironomus riparius water mite diet isolate 14080-BHL040517-GBD8674_22057-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGCATT

AGGATGACCCGAAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATGGCTTTTC

CTCGAATAAATAATATAAGTTTCTGAATTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608935 Chironomus riparius water mite diet isolate 14082-BHL040517-GBD18993_24698-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATATTTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTACTACTTTCTAGTTCATTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608936 Chironomus riparius water mite diet isolate 14083-BHL040517-GBD8878_24971-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

ATGACAACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAAATATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTCGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608937 Chironomus riparius water mite diet isolate 14084-BHL040517-GBD20462_16950-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGTTGAATTA

TGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATTGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCGTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608938 Chironomus riparius water mite diet isolate 14085-BHL040517-GBD27029_22578-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATACTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCTCTAATACTTGGAGCCCCAGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608939 Chironomus riparius water mite diet isolate 14091-BHL040517-GBD29490_15344-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCACTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACCGCACATGCTTTTATTACAATTTTTTT

CATAATTATACCAATTATAATTGGAGGAGTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGAATTTTACACCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608940 Chironomus riparius water mite diet isolate 14092-BHL040517-GBD4710_11763-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGAACATTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTGTC

CTCGAATAAATAATATAAGTGTCTGACTTTTACCCCCCTCTCTTACTCTTCATCATTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608941 Chironomus riparius water mite diet isolate 14096-BHL040517-GBD9732_18135-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACGTTATTTTTGGGGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCGATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608942 Chironomus riparius water mite diet isolate 14098-BHL040517-GBD6275_7611-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAGCTTTCATTGGAGATGACCAAATATATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTAGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTATGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608943 Chironomus riparius water mite diet isolate 14099-BHL040517-GBD12997_15151-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGTTTGTTCCGGAATAGTGGGAACTTCATTGAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGTACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTCCTTCATTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608944 Chironomus riparius water mite diet isolate 14100-BHL040517-GBD12268_21658-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGCCCTGGAACTTTCATTGGAGATGACCAAATTTATAGTGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608945 Chironomus riparius water mite diet isolate 14102-BHL040517-GBD21601_11063-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCTGAATAGTGGGAACTTCATTAAGAATGCTTATTCAAGCAGAATTA

GGACGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCAGACTATTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608946 Chironomus riparius water mite diet isolate 14103-BHL040517-GBD13248_13738-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGCGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGCACCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTAAACTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608947 Chironomus riparius water mite diet isolate 14104-BHL040517-GBD9192_8301-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGGCCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGTACCTGACATAGCATTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTGACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608948 Chironomus riparius water mite diet isolate 14106-BHL040517-GBD20384_10077-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTCTACATTATTTTTGGTGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTATCCGAGCAGAATT

AGGACGAACCGGAACTTTCATTTGAGATGACCAAATTTATAATGTTGTAGTTACTGTACATGCTTTTATTATAATTTTTTT

CATTGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608949 Chironomus riparius water mite diet isolate 14114-BHL040517-GBD16964_5194-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTAATCCGAGCAAAATT

AGGACGACCCTGAACTTTCATTGGAGATGACCAAATTTATAATGTAGTAGTTACAGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608950 Chironomus riparius water mite diet isolate 14117-BHL040517-GBD24375_14563-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTCCCTCTAATACTTGGAGCACCAGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTATCCCCCTCTCTTACTCTTCTTCTTTCTAGTACAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608951 Chironomus riparius water mite diet isolate 14120-BHL040517-GBD15965_5640-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGTAACTTTCAATGGAGATGACCAAATTTATAATGTTGTAGTTACTGTACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGTTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTCTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGCGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608952 Chironomus riparius water mite diet isolate 14121-BHL040517-GBD17913_16526-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGTATAGTAGGAACTTCTTTAAGAATGCTTATTCGAGCAGAACTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAATTATACCAATTATAATTGGAGGATTGGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608953 Chironomus riparius water mite diet isolate 14123-BHL040517-GBD16653_6326-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGGTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CGGAATTATACCAATTATAATTGGAGGATTTGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGA

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608954 Chironomus riparius water mite diet isolate 14126-BHL040517-GBD21407_19471-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTAGTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTATAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACAAAGCTTTTC

CTCGAATAAATAATATAAGTTTCGGACTTTTACCCCCCTCTCATACTCATCTTCATTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608955 Chironomus riparius water mite diet isolate 14128-BHL040517-GBD24541_6870-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTGTACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAACAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCATCCTCTTTCTAGTTCTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608956 Chironomus riparius water mite diet isolate 14137-BHL040517-GBD4698_21681-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGTGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATGATAATTTTTTTC

ATAGTTATACCAATTATAATTGGAGGATTTGGAAACTGACTTGTCATCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608957 Chironomus riparius water mite diet isolate 14139-BHL040517-GBD20655_26274-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAAATTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTTATTGGAGATGTCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCTCTCTTACTCATCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608958 Chironomus riparius water mite diet isolate 14140-BHL040517-GBD6411_20787-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTTGGGGCTTGATCCGGAATAGTGGGGACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTCGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCATCTCTAACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608959 Chironomus riparius water mite diet isolate 14142-BHL040517-GBD18920_25733-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACCTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGTACATGCTTTTATTATAATTTTTTT

CATAATTGTACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACGCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608960 Chironomus riparius water mite diet isolate 14595-BHL040517-GBD17269_10715-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTTGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGACATAGCTTCTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608961 Chironomus riparius water mite diet isolate 14601-BHL040517-GBD12656_27842-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608962 Chironomus riparius water mite diet isolate 14609-BHL040517-GBD6533_13615-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTAGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

ATGACGACCAGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCACTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608963 Chironomus riparius water mite diet isolate 14656-BHL040517-GBD24840_18788-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCATACTCTTCTTCTTTCTAGTTCATTCGTTGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608964 Chironomus riparius water mite diet isolate 14666-BHL040517-GBD23751_10919-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGTCTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTCTCC

TCGAATAAATAACATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCGTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608965 Chironomus riparius water mite diet isolate 14674-BHL040517-GBD26801_23858-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGATGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTAGGAGCACCTGACATAGCTTTTTC

TCGAATAAATAATATAAGTTTCTGACTTTACCCCCCCTCTCATACTCTTCTTCTTTCTAGATCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608966 Chironomus riparius water mite diet isolate 14689-BHL040517-GBD21086_5681-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCTAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCGACTTCGGTCTAGTTCTGCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608967 Chironomus riparius water mite diet isolate 14690-BHL040517-GBD19580_18563-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACAACCAGGAACATTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608968 Chironomus riparius water mite diet isolate 14697-BHL040517-GBD13328_25139-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCGTTTC

CTCGCATAAATAATATAAGTTTCTGACTTTTACCCACCTCTCTTACTCTGCTTCGTTCTAGTACTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608969 Chironomus riparius water mite diet isolate 14700-BHL040517-GBD5523_11091-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGATGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCCGAAACTGACTTGTCCCCCTAATAATTGGAGCACCTGAAATAGCTTTTCC

TCGAATAAAAAATAAAAGTTTCTGACCTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608970 Chironomus riparius water mite diet isolate 14702-BHL040517-GBD25006_24744-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATCTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTGCTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608971 Chironomus riparius water mite diet isolate 14710-BHL040517-GBD17775_24108-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCACTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTTTTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACGCTACGACTTTCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608972 Chironomus riparius water mite diet isolate 14717-BHL040517-GBD23191_4971-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCCTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGGCGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTACAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTTTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608973 Chironomus riparius water mite diet isolate 14721-BHL040517-GBD16209_26826-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAAAGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGACTCAATAATATAAGTTTCTGACTTTTACCCCCCTCTCGAACTCGTCTTCGTTCTAGTTCTTTCGTAGAAAATGGCGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608974 Chironomus riparius water mite diet isolate 14722-BHL040517-GBD13097_27082-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGGTCCGGAATAGTGGGAACTCCATTAAGAATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACTCTACTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608975 Chironomus riparius water mite diet isolate 14764-BHL040517-GBD27963_18791-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATTACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTAGGAGCACCTGACATAGCTTTTCC

GCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608976 Chironomus riparius water mite diet isolate 14773-BHL040517-GBD27051_13851-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACACGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTACTTCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608977 Chironomus riparius water mite diet isolate 14782-BHL040517-GBD9597_23082-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTGGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATGCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTGCCTTCGTAGAAAATGGCGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608978 Chironomus riparius water mite diet isolate 14795-BHL040517-GBD22977_22047-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTTATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGAGGACCCGGAACTTTCATTGGAGCTGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGGCATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCGTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608979 Chironomus riparius water mite diet isolate 14804-BHL040517-GBD22538_9725-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCTGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCACCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTGCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608980 Chironomus riparius water mite diet isolate 14805-BHL040517-GBD17151_2207-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGAGCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCATCTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGTACCTGACATAGCGTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGTGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608981 Chironomus riparius water mite diet isolate 14810-BHL040517-GBD10229_5042-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGCACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACCGTTACCCCCCTCTCTTACTCTTCTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608982 Chironomus riparius water mite diet isolate 14811-BHL040517-GBD23296_4934-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGACTTGTCCCGCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCGGACTTTGACCCCCCTCTCTTACTCGTCTGCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608983 Chironomus riparius water mite diet isolate 14814-BHL040517-GBD24406_16735-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTATTCTAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTTTAATGTTGTAGTTACTGCACATTCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGTAGCACCTGACATAGCCTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608984 Chironomus riparius water mite diet isolate 14817-BHL040517-GBD26496_17124-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCGTCTTCCATCTAGTACATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608985 Chironomus riparius water mite diet isolate 14820-BHL040517-GBD27740_9250-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATCCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACAAAGCTTTTC

CTCGAATAAATAATATAAGTTACGGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCATAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608986 Chironomus riparius water mite diet isolate 14826-BHL040517-GBD13339_25153-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGCAACTGACTTGTCCTCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTTTGACTTTTACCCCCCACTCTTACACTTCTTCGATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608987 Chironomus riparius water mite diet isolate 14833-BHL040517-GBD23408_8121-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGACCTTCATTAAGAATGTATATTCGAGCAGAATT

AGGACGACTCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608988 Chironomus riparius water mite diet isolate 14837-BHL040517-GBD7870_9482-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTCTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATCATGTTGTAGTTACTGCACATGCTTTTATTATCATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGGATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608989 Chironomus riparius water mite diet isolate 14840-BHL040517-GBD6433_21247-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGAGCTTGATCCGAAATAGTGGGCACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCGTCTCTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608990 Chironomus riparius water mite diet isolate 14842-BHL040517-GBD21448_14819-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAACT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAGTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTT

CATTGTTATACCATTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTAC

TCGAATAAATAATATAAGTTTCTGACGTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608991 Chironomus riparius water mite diet isolate 14855-BHL040517-GBD18022_3947-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGGTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTTGGGTTTCTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTTTTTCGTAGAAAATGGAGC

TGGA

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608992 Chironomus riparius water mite diet isolate 14865-BHL040517-GBD29243_17602-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGGTTATCAGAGTAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGGGGATTTGGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608993 Chironomus riparius water mite diet isolate 14867-BHL040517-GBD28401_11394-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCTCTTATACTTGGAGCACCAGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608994 Chironomus riparius water mite diet isolate 14875-BHL040517-GBD9446_17984-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATTGCTTTTCC

TCGCATAAACAATATAAGTTTCTGACTTTTACCCCCCTCTCCTACACTTCTTCGGTCTAGTTCTTTCGTAGAAAATGGAGC

AGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608995 Chironomus riparius water mite diet isolate 14880-BHL040517-GBD18029_23098-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCTCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTGACTCTTCTACTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW608996 Chironomus riparius water mite diet isolate 14882-BHL040517-GBD26349_11029-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATATTATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTTCTACTAGCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608997 Chironomus riparius water mite diet isolate 14890-BHL040517-GBD28245_20826-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATAACTTTTCC

CCGAAAAAAAAATAAAAGGTTCTGGCTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608998 Chironomus riparius water mite diet isolate 14891-BHL040517-GBD14326_21053-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTTATTTTTGGGGCTTGATCCGGAATACTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATTA

GGACGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATCTGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW608999 Chironomus riparius water mite diet isolate 14906-BHL040517-GBD14016_4855-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTGATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGCTGTAGTTACTGCACATGCTTTTATTATGATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTGGTCCCCCTAATACTTGGAGCCCCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGA

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609000 Chironomus riparius water mite diet isolate 14913-BHL040517-GBD9736_4188-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGTGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTT

GGAAGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGTATTCGGAAACTGACTTGTCCTCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTTCTTGCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609001 Chironomus riparius water mite diet isolate 14916-BHL040517-GBD29518_16737-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGACTT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTACTTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCCTC

Using NCBI BLASTN in June 2018, this sequence was 98.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609002 Chironomus riparius water mite diet isolate 14940-BHL040517-GBD21756_5994-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGAATGCTTATTCGTGCAGAATTA

GGACGACCCGGAACTTCCAATGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTCTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609003 Chironomus riparius water mite diet isolate 14960-BHL040517-GBD2549_16615-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCCCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATACATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTACTGTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609004 Chironomus riparius water mite diet isolate 14971-BHL040517-GBD20839_26920-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTTATTTTTGGGGCTTGATCCGGAGTAGTGGGAACTTCATTTAGAATTCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCATAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609005 Chironomus riparius water mite diet isolate 14974-BHL040517-GBD13293_19449-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCAGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACGTTTACCCCCCTCTAGTACTCTTCGTCTTTCGAGTTCTTTCGGAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609006 Chironomus riparius water mite diet isolate 14975-BHL040517-GBD24370_25732-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTACTAACTAGATCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609007 Chironomus riparius water mite diet isolate 14980-BHL040517-GBD21504_15587-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGTACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTTTTCCCCTAATATTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609008 Chironomus riparius water mite diet isolate 14995-BHL040517-GBD15524_14870-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTTGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGCTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTAATTTCTAATTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609009 Chironomus riparius water mite diet isolate 14999-BHL040517-GBD26567_17814-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGCTCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTTTACTTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATTTAAGTTTCTGACTTTTACCCCCCGCTCTGACTCTTCTGCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609010 Chironomus riparius water mite diet isolate 15005-BHL040517-GBD15452_24259-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGACTT

AGGACGACCCGGTACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTACCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTAACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609011 Chironomus riparius water mite diet isolate 15006-BHL040517-GBD16705_24797-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACAACCCGGAACTTTCATTGGCGATTACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAAGAGTGGGAGCATCTGACATAGCTTCTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609012 Chironomus riparius water mite diet isolate 15012-BHL040517-GBD6785_24343-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAACATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609013 Chironomus riparius water mite diet isolate 15017-BHL040517-GBD18524_28773-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTTAGAATGCTTATTCGAGCAGAATTA

TGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAATTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCCT

CGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609014 Chironomus riparius water mite diet isolate 15024-BHL040517-GBD29444_14698-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAATTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCATTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGTAGCCCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609015 Chironomus riparius water mite diet isolate 15026-BHL040517-GBD10391_27391-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTAGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACACTTCCTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609016 Chironomus riparius water mite diet isolate 15027-BHL040517-GBD18075_15302-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTTTAATTCGTGCTGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCGTCGTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609017 Chironomus riparius water mite diet isolate 15037-BHL040517-GBD11191_2232-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTATATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTTACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTATCC

TCGAATAAATAATATAAGTTTCTGACCATTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609018 Chironomus riparius water mite diet isolate 15039-BHL040517-GBD14319_28800-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGGATAGTGGGAACTTCATTAAGACTGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTACCCCTAATACTTGGAGCATCTGACATAACTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609019 Chironomus riparius water mite diet isolate 15070-BHL040517-GBD14287_12157-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTAATGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATACCTTTTCC

TCCAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTGCGTCTGTCCAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609020 Chironomus riparius water mite diet isolate 15099-BHL040517-GBD6627_10835-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCCTAAGTATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACATTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609021 Chironomus riparius water mite diet isolate 15108-BHL040517-GBD20784_26455-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCTCTAATACTTGGAGCTCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609022 Chironomus riparius water mite diet isolate 15117-BHL040517-GBD14199_12580-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTATTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTAGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTACTAGTTCTATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609023 Chironomus riparius water mite diet isolate 15134-BHL040517-GBD22131_19694-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGGTTATTCGAGCAAAATT

AGGACGACACGGAATTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTCTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTTTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609024 Chironomus riparius water mite diet isolate 15147-BHL040517-GBD19288_22074-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACCTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCCAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609025 Chironomus riparius water mite diet isolate 15159-BHL040517-GBD15587_5107-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACTACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACAGCACATGCTTTTATTATAATTTTTTT

CATAGTTATGCCCATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609026 Chironomus riparius water mite diet isolate 15167-BHL040517-GBD24619_23670-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCATGGACTTTCATTGGAGATGACCAAATGTATAATGTTGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCCTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGCGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609027 Chironomus riparius water mite diet isolate 15181-BHL040517-GBD5631_24072-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCCTTAAGTATGCTTATTCGAGCAAAATT

AGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTTTCGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609028 Chironomus riparius water mite diet isolate 15182-BHL040517-GBD2804_14825-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTGTACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAGGAATGCTTATTCGAGCAGATTT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTGC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCCTACTCGTCTTCTGTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609029 Chironomus riparius water mite diet isolate 15187-BHL040517-GBD22336_16753-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCGTATTCGAGCAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGCTCTATAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609030 Chironomus riparius water mite diet isolate 15192-BHL040517-GBD13264_12147-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTCGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATCTTAATTGGAGGATTCGGAAATTGATTTGTTCCCCTAATACTTGGAGCACCTGACATGGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTGACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609031 Chironomus riparius water mite diet isolate 15203-BHL040517-GBD15106_29067-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

TGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTTTTACTCATCTTCTATCTAGTTCTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609032 Chironomus riparius water mite diet isolate 15205-BHL040517-GBD17724_27756-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAACGGTTATTCTAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGCTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCACCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTGCTCTTCTTCTTTCTAGTTTTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609033 Chironomus riparius water mite diet isolate 15209-BHL040517-GBD20343_17192-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTACCCCTAATACTTGAAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTATTTCTAGATCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609034 Chironomus riparius water mite diet isolate 15221-BHL040517-GBD25025_19063-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGTAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACACGGAACTTTCATTGGAGATGACCAAATTTATAATGGTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGAGTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TAGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609035 Chironomus riparius water mite diet isolate 15232-BHL040517-GBD8999_25092-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATTA

GGACGTCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTAACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609036 Chironomus riparius water mite diet isolate 15242-BHL040517-GBD27459_14872-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAACT

AGGACGAACCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609037 Chironomus riparius water mite diet isolate 15243-BHL040517-GBD5579_19026-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTACATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCCATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCTAATAAATAATACAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCTTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609038 Chironomus riparius water mite diet isolate 15256-BHL040517-GBD14350_6227-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCAAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACCGACTTGTCCCCCTAATCCTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCTCCTCTCTTACTCTTCTTCTTTTTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609039 Chironomus riparius water mite diet isolate 15260-BHL040517-GBD20081_28354-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGGACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTACCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCGCTTACACGCCTGCTGTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609040 Chironomus riparius water mite diet isolate 15279-BHL040517-GBD7243_11101-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGTCCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTATTCGAGCAGAATTA

GGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACAATCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609041 Chironomus sp. water mite diet isolate 627-BHL072216-GBD13772_7916-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGATATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTT

GGACGACCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGCTACTGCACATGCCTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTTACTTTTACCCCCCTCTCTTACTCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609042 Chironomus sp. water mite diet isolate 720-BHL072216-GBD14508_12037-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACTTTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGTACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTAACTGCTCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGTTTTGGTAATTGACTTGTACCCTTAATATTAGGAGACCCAGATATTGCTTTCCCC

CGAATAAATAATATAAGTTTTTGACTTCTTCCCCCGTCTCTTACTCTATTACGATCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609043 Chironomus sp. water mite diet isolate 721-BHL072216-GBD12442_27071-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACTGCCCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGTTCTGGTAATTGACTTGTACCCTTAATATTAGGAGCTCCTGATATGGCTTTTCCT

CGGTTAAATAATTTAAGTTTCTGATTCCTTCCTCCTGCTTTAACTCTT

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609044 Chironomus sp. water mite diet isolate 723-BHL072216-GBD10864_24172-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACTTTATTTTTGGGGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACTGCCCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGCTTTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATGGCTTTCCCC

CGAATAAATAATATAAGATTTTGACTACTTCCCCCTTCCCTTACCCTTTTACTTTCAAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609045 Chironomus sp. water mite diet isolate 724-BHL072216-GBD15993_25451-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACTTTATTTTTGGAGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTAACTGCTCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGATTTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATGGCTTTCCCC

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCATCTCTTACTCTATTACTTTCTAGAACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609046 Chironomus sp. water mite diet isolate 727-BHL072216-GBD29241_18913-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACATTATTTTTGGAGCTTGATCAGGAATGGTAGGTACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTAACTGCCCACGCATTTATTATAATTTTTTTC

ATAGTGATACCAATTCTAATTGGTGGTTTTGGTAATTGACTTGTTCCCTTAATATTAGGAGCCCCAGATATGGCTTTCCCC

CGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACGTTATTACTATCTAGTTCATTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609047 Chironomus sp. water mite diet isolate 731-BHL072216-GBD28028_20295-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACTGCACACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGTTTTGGTAATTGACTTGTACCCTTAATATTAGGAGCTCCAGATATGGCTTTCCCC

CGAATAAATAATATAAGTTTTTGACTACTTCCCCCATCTCTAACACTATTACTTTCTAGAACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609048 Chironomus sp. water mite diet isolate 734-BHL072216-GBD24489_13885-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACTTTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACTGCCCACGCATTTTTTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGAGGTTTTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATAGCTTTCCCC

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCATCTCTAACTCTTTTACTTGCTAGTGCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609049 Chironomus sp. water mite diet isolate 742-BHL072216-GBD10770_10115-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACTTTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTTAGTATGTTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACTGCTCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGTTTTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCCGATATGGCTTTCCCC

CGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCACTAACTCTTCTACTTTCTAGTTCATTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609050 Chironomus sp. water mite diet isolate 743-BHL072216-GBD27903_21703-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTCTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTAACTGCCCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGAGGTTTTGGAAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATAGCTTTCCCC

CGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACTCTTTTACGTTCTAGTTCATTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609051 Chironomus sp. water mite diet isolate 1087-BHL100916-GBD9216_23109-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCCCATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAGTTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

CCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTGCTTTCTAGATCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609052 Chironomus sp. water mite diet isolate 1206-BHL110116-GBD13201_8878-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAACT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTATTACCCCCCTTACTAACCCTTCTTCTTTCTAGTTCATTAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609053 Chironomus sp. water mite diet isolate 1678-BHL110116-GBD21474_2717-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTACTACCACCATCTC-

TAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609054 Chironomus sp. water mite diet isolate 1680-BHL110116-GBD1964_13536-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCC

CACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTC-

TAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609055 Chironomus sp. water mite diet isolate 1718-BHL110116-GBD13197_5578-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGCTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTCCC

TCGAATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609056 Chironomus sp. water mite diet isolate 1736-BHL110116-GBD23215_27060-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAGCTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGATTTGTTCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTGACTCTTTTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609057 Chironomus sp. water mite diet isolate 1807-BHL101516-GBD6949_14897-Ldc86 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAAGAATATAAGTTTCTGATTTTTGCCCCCCTCACTAACTCTATTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609058 Chironomus sp. water mite diet isolate 2428-BHL072216-GBD6325_14569-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCTTTTACTTTATTTTTGGTGCTTGATCAGGAATGTTAGGGACTACTTTAAGTATG

CTTATTCGAGCAAAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCACGC

ATTTATTATAATTTTTTTCATAGTTAAGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTCAATACTAGGGGCC

CCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTTTCAAGTTCAT

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609059 Chironomus sp. water mite diet isolate 2666-BHL072216-GBD3859_9880-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACTACCCGGCACTTTCATTGGAGATGACCAAGTTTATAATGTTTTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

TTAGTTATACCAATTTTAATTGTAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGTACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGCTG

TAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609060 Chironomus sp. water mite diet isolate 2815-BHL032417-GBD16607_8138-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACCTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609061 Chironomus sp. water mite diet isolate 2839-BHL032417-GBD3461_9142-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTATTGGGGCTTGATCCGGAAAAGTGGAAACTTCATTAAGAATGCTGATTCGAGAAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTAT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTTACATAGCTCTTCC

TCGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609062 Chironomus sp. water mite diet isolate 2904-BHL032417-GBD11187_12702-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAGCTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCGCCAGATATGGC

CTTTCCACGAATAAATAATATAAGATTTTGACTACTCCCACCATCTTTAACTCTACTTCTTTCTAGTTCAATTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609063 Chironomus sp. water mite diet isolate 2913-BHL032417-GBD21502_13620-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGACGACCCGGAACC

TTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGTTATACCGATTT

TAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATA

AGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR756187, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609064 Chironomus sp. water mite diet isolate 2946-BHL032417-GBD16279_14592-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATCTATTATAATCTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGG

GCCCCTGATATATCTTTCCCTCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACTTTATTACTTTCAAGAA

GAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609065 Chironomus sp. water mite diet isolate 2978-BHL032417-GBD11157_27870-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACAATATTCTTGGGGCTTGATCCGGAAAAGTGGAAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTTACATAGCATTTCC

TCGAATAAATATTATAAGTTTCTGACTTTTACCCGCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609066 Chironomus sp. water mite diet isolate 2986-BHL032417-GBD20469_19846-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCATTAAGAATCCTTTTTCGAGCAGAACTAGGACGACCCGGAACT

TTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACTTGCTTTTATTATAATTTTTTTCATAGTTATACCAATTT

TAATTTGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCCGACATAGCTTTTCCTCGAATAAATAATATA

AGTTTCTGACTTTTACCCCCCTCTCTTACCATTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KR756187, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609067 Chironomus sp. water mite diet isolate 3044-BHL032417-GBD20835_12560-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGACCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAACTGGAGGATTTGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCATCTCTTAC-

CTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609068 Chironomus sp. water mite diet isolate 3067-BHL032417-GBD28052_10787-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATG

CTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTATAGCTCACGC

ATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGTGCC

CCTGATATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTT

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609069 Chironomus sp. water mite diet isolate 3071-BHL032417-GBD24850_18571-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACAGGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609070 Chironomus sp. water mite diet isolate 3077-BHL032417-GBD18364_11913-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTTCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTAAAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609071 Chironomus sp. water mite diet isolate 3087-BHL032417-GBD6997_19451-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTTTTTTTTGGAGCTTGATCCGGAAAAGTGGAAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACGTGTCCCCCTAATACTTGGAACACCTTGCATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609072 Chironomus sp. water mite diet isolate 3094-BHL032417-GBD14919_14004-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATATATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCC

CTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609073 Chironomus sp. water mite diet isolate 3165-BHL032417-GBD15975_3626-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTGTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACTACCCGGAACCTTCATTGGAAATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTACAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609074 Chironomus sp. water mite diet isolate 3192-BHL032417-GBD20388_7698-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTTTTTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAACGCTTATTCGAGCAGAACTA

GGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

TGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCATTCTTCTTTCTAGTTCTTTCATAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609075 Chironomus sp. water mite diet isolate 3197-BHL032417-GBD6494_23966-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTATTGGGGCTTGATCCGGAAAAGTGGAAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAGACTGACTTGTCCACCTAATACTTGGAACAACTTACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCATTCCTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609076 Chironomus sp. water mite diet isolate 3199-BHL032417-GBD12047_21935-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTTTTTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCTTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTATTACTTGGAGCACCTGACATAGCTTTTCCA

CGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609077 Chironomus sp. water mite diet isolate 3203-BHL032417-GBD17837_5427-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATGCTTATTCGAGCAGAACTAGGACGACCCGGAACT

TTCATTGGAGATGACCAAATTTATAATGGTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGTTATACCAATTT

TAATTGTAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAA

GTTTCTGACTTTTACCCCCCTCTCATACCATTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KR756187, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609078 Chironomus sp. water mite diet isolate 3219-BHL032417-GBD18402_24760-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACATTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

ACGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACTCTACTTCTTTCAAGTACAATAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609079 Chironomus sp. water mite diet isolate 3249-BHL032417-GBD20576_11083-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACGTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGAAACCTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCTCTTACCAGACTTCTTGCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609080 Chironomus sp. water mite diet isolate 3260-BHL032417-GBD8245_10396-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTC

GGTCACGCCGGTTCCTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGAATCGGAAACTGACTTGTCCCCTTATTACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609081 Chironomus sp. water mite diet isolate 3261-BHL032417-GBD5265_11930-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACG

GAATTAGGTCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACTGCTCATGCTTTTATTGTAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACCTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609082 Chironomus sp. water mite diet isolate 3297-BHL032417-GBD13280_20970-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCTTATTACTAGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609083 Chironomus sp. water mite diet isolate 3332-BHL032417-GBD10732_3972-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGTGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACCTTCATTGGAGATGGTCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAATTAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTGCAGTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609084 Chironomus sp. water mite diet isolate 3342-BHL032417-GBD25061_17791-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGATCTTCTTTAAGTTTG

CTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTTTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCACGC

ATTTATTATAATTTTTTTCATAGTTATGCCAATTTTGATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGGCC

CCTGATATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTATTCCTTTCAAGTTCAT

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609085 Chironomus sp. water mite diet isolate 3443-BHL032417-GBD8793_21871-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGG

CCCCTGATATATCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTC

TCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609086 Chironomus sp. water mite diet isolate 3455-BHL032417-GBD6913_14122-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACCTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGGAACTGATTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAATACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609087 Chironomus sp. water mite diet isolate 3463-BHL032417-GBD4992_17187-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACCTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATG

CTTTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGGC

CCCTGATATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTATTCCATTCAAGTTCA

TTTGTAGAAAATAGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609088 Chironomus sp. water mite diet isolate 3487-BHL032417-GBD15592_6432-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATGTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGACCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTAGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609089 Chironomus sp. water mite diet isolate 3543-BHL032417-GBD10237_2544-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGCACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGG

CTCCAGACATGGCTTGCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTC

AATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609090 Chironomus sp. water mite diet isolate 3551-BHL032417-GBD19840_16535-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTA

GGACATGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTTACTGCACATGCTTTTATTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609091 Chironomus sp. water mite diet isolate 3554-BHL032417-GBD20238_27673-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCCACAAATCATAAAGATATTGGAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAAT

ACTTATTCGAGCTGAATTAGGACGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTGATTGTAACGGCACATG

CTTTTTTTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGGC

CCCTGATATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACATACATTACTCCTTTCAAGTTCA

TTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609092 Chironomus sp. water mite diet isolate 3577-BHL032417-GBD7051_7318-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAACAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACGTGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCTTCCTCTCTTACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609093 Chironomus sp. water mite diet isolate 3630-BHL032417-GBD8244_6431-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGACATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGG

CCCCTGATATAGCTTTCCCCCGAATAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTC

TATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609094 Chironomus sp. water mite diet isolate 3636-BHL032417-GBD26435_17017-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAG

GACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTA

GAAAAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTAGTTTCTAGTTCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609095 Chironomus sp. water mite diet isolate 3654-BHL032417-GBD13515_25681-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAACAATGCTTATTCGGGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTCACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATATCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTTTGATTATTACTCCCTTCATTAACT-

TTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609096 Chironomus sp. water mite diet isolate 3698-BHL032417-GBD8748_7440-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACATTATATCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACGTCTTTAAATATGCTAATTCGAGCAGAAAT

AGGACGACCTGGAACTTTTATTGGAGATGACCAGATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATATTTTTTTT

TATAGTTATATCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCTAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609097 Chironomus sp. water mite diet isolate 3709-BHL032417-GBD24647_15292-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAACATTAGGAG

CTCCTGATATAGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCA

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609098 Chironomus sp. water mite diet isolate 3742-BHL032417-GBD17137_26045-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATGTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATTGCTTTTCC

TAGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609099 Chironomus sp. water mite diet isolate 3769-BHL032417-GBD12699_26597-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATACGGAATAGTGGGAACTTCATTAACAATGCTTATTCGATCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCCAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCATCTTTTTTCTAGTTCCTTCGTAGAAAATTGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609100 Chironomus sp. water mite diet isolate 3771-BHL032417-GBD10523_9289-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGC

TGAATTAGGACGACCCGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATATATAATATAAGTTTTTGAGTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTCGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609101 Chironomus sp. water mite diet isolate 3803-BHL032417-GBD14173_23058-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TAGAAAAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTGTTACTTTCTAGTTCAATTGTAGAGAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609102 Chironomus sp. water mite diet isolate 3824-BHL032417-GBD16225_4936-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATGTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTCC

TAGAAAAAATAATATAAGTTTCTGACTTTTACCCCCTTCATTAACT-

TTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609103 Chironomus sp. water mite diet isolate 3847-BHL032417-GBD17905_5340-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACAGCTCACACATTTATTATAAT

TTTCTTCATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATATATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609104 Chironomus sp. water mite diet isolate 3880-BHL032417-GBD12686_28375-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGTGAACTTTATTAACAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTCACTGCACATGCTTTTATTATAGTTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAGACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTTTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609105 Chironomus sp. water mite diet isolate 3881-BHL032417-GBD21601_24540-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTTGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTTCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATATATAATATAAGTTTTTGAGTTCCCCCCCCATCTTTAACCCTTCTTCTATCTAGTTCAGTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609106 Chironomus sp. water mite diet isolate 3882-BHL032417-GBD18512_18694-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTA

GGTCATCCTGGAACATTTATTGGTGATGACCAAAGTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609107 Chironomus sp. water mite diet isolate 3917-BHL032417-GBD2168_12046-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATGTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTTAGAATACTTATTCGAGCAGAATTA

TGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

AGAAAAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609108 Chironomus sp. water mite diet isolate 3925-BHL032417-GBD10927_25167-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATT

AGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACAGCTCACGCTTTTATTATAATTTTCTT

TATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609109 Chironomus sp. water mite diet isolate 3978-BHL032417-GBD25367_20172-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCA

TTCCCTCGAATATATAATATAAGTTTTTGAGTTCTCCCCCCATCATTAACTCTACTACTATCTAGTTCATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609110 Chironomus sp. water mite diet isolate 4000-BHL032417-GBD18436_8503-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATT

TTAATTCGAGCTGAATTAGGACATGCTGGTTATTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCACAC

ATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAAATGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGGCC

CCTGATATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACATACATTACTCCTTTCAAGTTCAT

TCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609111 Chironomus sp. water mite diet isolate 4041-BHL032417-GBD25394_10868-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAACAAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTACAATGTAATTGTAACGGCACAT

GCTTTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGATTTGTACCTTTAATACTAGGGG

CCCCTGATATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACATACATTACTCCTTTCAAGTTC

ATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609112 Chironomus sp. water mite diet isolate 4060-BHL032417-GBD12019_18661-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCTCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609113 Chironomus sp. water mite diet isolate 4070-BHL032417-GBD8158_11548-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATATTGTTGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATATATAATATAAGTTTTTGAGTTCTCCCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609114 Chironomus sp. water mite diet isolate 4521-BHL032417-GBD23190_16222-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCT

GAACTAGGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTACTATACTT

TTCTTTATCGTTATATCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTGGACTTCTCCCCCCATCTTTAACTCTTCCTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609115 Chironomus sp. water mite diet isolate 4561-BHL032417-GBD12317_28281-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCAAGTA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCGTTTATTATGAT

TTTCTTTATAGTTATATCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTGGACTTCTCCCCCCATCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609116 Chironomus sp. water mite diet isolate 4625-BHL032417-GBD23348_25064-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCT

GAATTAGGACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTGATTATAAT

TTTCTTTATAGTTATATCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTTCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTGGACTTCTCCCCCCATCTTTAACCCTACTTCTATCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609117 Chironomus sp. water mite diet isolate 4635-BHL032417-GBD26509_20741-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATACTTCATTTATGGTGCCTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCAAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATATCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCCCCAGATATAG

CTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTGTCAAGTAGAATAGTGGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609118 Chironomus sp. water mite diet isolate 4664-BHL032417-GBD3489_20487-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTCGGGGGTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTCGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609119 Chironomus sp. water mite diet isolate 4690-BHL032417-GBD28887_14792-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCCAGCA

GACTTAGGACGTCCTGGAACTTTTATTGGTGATGACCAATCTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATATCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCCCCAGATATAGCT

TTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609120 Chironomus sp. water mite diet isolate 4724-BHL032417-GBD14694_24357-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTAGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCA

GAACTCGGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATATCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTGGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609121 Chironomus sp. water mite diet isolate 4736-BHL032417-GBD13991_12936-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATACTTCATTCTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGC

TGAACTAGGACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAATTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATATCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609122 Chironomus sp. water mite diet isolate 4789-BHL032417-GBD7218_22431-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGGAGGAACTTCCCTAAGAATATTAATTCGAGC

TGAACTAGGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACATCTCATGCATTTATTATAAT

TTTTTTCATAGTTATACCTATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTGGGACTTCTCCCCCCATCTTTAACTCTACTTCTTTCTAGTTCATTAGTGGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609123 Chironomus sp. water mite diet isolate 4835-BHL032417-GBD13609_25429-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCAAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATATCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGATCCAGATATAGCT

TTTCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACT-

TTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609124 Chironomus sp. water mite diet isolate 4911-BHL032417-GBD25863_15614-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCAAGCA

GAATTAGGACGTCCTGGGACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTGTAATATTGGGAGCCCCTGATATAGCA

TTCCCTCTAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAAC-

CTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609125 Chironomus sp. water mite diet isolate 4930-BHL032417-GBD6679_10146-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCT

GAACTAGGACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATATCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACT-

TTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609126 Chironomus sp. water mite diet isolate 4997-BHL032417-GBD19225_17079-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATGATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGATCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGAATTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609127 Chironomus sp. water mite diet isolate 5016-BHL032417-GBD6830_13213-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTTATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCT

GAACTAGGACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCGCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTTGTTCATTTGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609128 Chironomus sp. water mite diet isolate 5063-BHL032417-GBD26255_20725-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTATGAATGCTTATTCGAGC

AGAATTAGGACGACCCGGAACTTTCATTGGTGACCACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCGCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCATCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609129 Chironomus sp. water mite diet isolate 5098-BHL032417-GBD7646_4905-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGACCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTACAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCGCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCA---

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609130 Chironomus sp. water mite diet isolate 5129-BHL032417-GBD12867_28094-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGAATTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609131 Chironomus sp. water mite diet isolate 5145-BHL032417-GBD7293_9428-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGC

TGAACTAGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGA

CTTCCCTCGAATAAATAATATAAGTTTTTGAATTCTACCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609132 Chironomus sp. water mite diet isolate 5160-BHL032417-GBD9923_3282-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTATGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGGACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGGGCGCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACT-

TTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609133 Chironomus sp. water mite diet isolate 5196-BHL032417-GBD20191_22284-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCT

GAATTAGGACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCATGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCATCTTCTTTCAAGTACATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609134 Chironomus sp. water mite diet isolate 5197-BHL032417-GBD4236_22463-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGGCTATTACCCCCGTCATTATCATTACTTCTTTCTAGTTCAATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609135 Chironomus sp. water mite diet isolate 5204-BHL032417-GBD17597_28083-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGATCTTTATATATTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCATGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGCTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATAGCC

TTCCCTCGAATAAATAATATAAGATTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTACATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609136 Chironomus sp. water mite diet isolate 5215-BHL032417-GBD12031_7561-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATACTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATCCCAATTTTAACTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCCCCAGATATAG

CTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609137 Chironomus sp. water mite diet isolate 5238-BHL032417-GBD23765_18893-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCCGGAATAGTAGGAACTTCCTTTAGAATATTTATTCGAGCA

GAATTAGGACGACCAGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACTGCTCATGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCGCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTGCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609138 Chironomus sp. water mite diet isolate 5239-BHL032417-GBD26160_10964-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTCCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACCTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATGGATTGGTCCCTTTAATACTAGGAGCCCCAGATATAG

CATTCCCTCGAATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAAC-

ATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609139 Chironomus sp. water mite diet isolate 5240-BHL032417-GBD20435_27553-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCTTTTAGAATGTTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAAT

TTTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTTCCTTTAATATTAGGAGGTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCATTAACTCTTCTACTATCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609140 Chironomus sp. water mite diet isolate 5252-BHL032417-GBD26407_16020-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCTTTAGAATTTTAATTCGAGCA

GAATTAGGACGACCTGGTACTTTTATTGGTGATGATCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCTATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTACTCCCCCCATCTTTAACTCTACTACTATCTAGTTCATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609141 Chironomus sp. water mite diet isolate 5266-BHL032417-GBD21034_28251-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCTATTTTAATTGGAGGTTTTGGAAATTGATTTGTCCCTTTAATATTAGGAGTTCCAGATATGGCCT

TCCCTCGAATAAATAATATAAGTTTTTGACTACTCCCCCCATCATTAACTCTACTGCTATCTAGTTCATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609142 Chironomus sp. water mite diet isolate 5268-BHL032417-GBD26246_17702-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGATGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAAGTCTTCCTCTTTCTAGTAGTTTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609143 Chironomus sp. water mite diet isolate 5278-BHL032417-GBD19043_22739-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTCTTAGAATTTTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCATGCTTTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTTGTCCCTTTAATATTAGGAGCGCCAGATATAGCC

TTCCCTCGAATAAATAATATAAGATTTTGACTACTCCCCCCATCTTTAACTCTACTTCTATCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609144 Chironomus sp. water mite diet isolate 5286-BHL032417-GBD27992_19628-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCTTTTAGAATATTAATTCGAGCA

GAATTAGGACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTCTAATATTAGGAGCGCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTACTACTATCTAGTTCGTTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609145 Chironomus sp. water mite diet isolate 5287-BHL032417-GBD11357_10481-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACTTTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGTATG

CTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGAACAGATTTATAATGTAGTTGTTACAGCTCACGC

ATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGAGCC

CCTGATATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACATACATTATTCCTTTCAAGTTCAA

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609146 Chironomus sp. water mite diet isolate 5295-BHL032417-GBD10322_16056-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTTTATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACATCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCGCCCCCCATCTTTAACACTTCATCAATCTAGTGCATTAGTAGAAAAT

GGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609147 Chironomus sp. water mite diet isolate 5298-BHL032417-GBD10257_20952-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGC

AGAATTAGGACCTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAATTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609148 Chironomus sp. water mite diet isolate 5313-BHL032417-GBD5510_13176-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACATCCTGGATCTTTTATTGGTGATGATCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAACTGGAGGATTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGAATACTCCCCCCATCTTTAACTCTACTTCTTTCTAGTTCATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609149 Chironomus sp. water mite diet isolate 5336-BHL032417-GBD22088_7118-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTTGGAAATTGATTTGTTCCTTTAATATTAGGAGCTCCAGATATGGCCT

TCCCTCGAATAAATAACATAAGTTTTTGACTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAACATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609150 Chironomus sp. water mite diet isolate 5337-BHL032417-GBD17520_6052-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCA

TTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGACTGCA---

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609151 Chironomus sp. water mite diet isolate 5341-BHL032417-GBD25402_7854-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGATGCCTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCT

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCGCCAGATATAGCT

TTCCCTCGAATAAATAATATAAGATTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCAATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609152 Chironomus sp. water mite diet isolate 5397-BHL032417-GBD26006_6017-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGCACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTACCTTTAATATTAGGAGCGCCAGATATAGCC

TTCCCTCGAATAAATAATATAAGATTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCAAGTACATTCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609153 Chironomus sp. water mite diet isolate 5399-BHL032417-GBD7955_16243-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATATAGTTGTTACAGCTCACGCATTTATTATAATT

TTTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTTGTGCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTACAATAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609154 Chironomus sp. water mite diet isolate 5411-BHL032417-GBD25057_7018-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTGTCCCTTTAATATTAGGAGCGCCAGATATGGCA

TTCCCTCGAATAAATAATATAAGTTTTTGACTACTCCCCCCATCTTTAACTCTACTACTTGCTAGGGCAGTAGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609155 Chironomus sp. water mite diet isolate 5416-BHL032417-GBD25956_13471-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCTTTAGAATATTAATTCGAGCA

GAATTAGGACATACTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCCATTTTAATTGGAGGTTTTGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTACTCCCCCCATCTTTAACTCTACTACTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609156 Chironomus sp. water mite diet isolate 5424-BHL032417-GBD25514_8012-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGTACTTCATTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACTGCTCATGCTTTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCTGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTTTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609157 Chironomus sp. water mite diet isolate 5436-BHL032417-GBD4541_12349-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCA

GAATTAGGTCATGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTACTTCTATCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609158 Chironomus sp. water mite diet isolate 5437-BHL032417-GBD3890_21627-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAGTAGTAACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGATTTTGACTACTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTGCTTTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609159 Chironomus sp. water mite diet isolate 5455-BHL032417-GBD26640_18547-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACATTATATTTTATTTTTGGTGCTTGATCAGGAATAGTTGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGTAGGTTTTGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATAGCCT

TCCCTCGAATAAATAATATAAGATTTTGAATACTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609160 Chironomus sp. water mite diet isolate 5530-BHL032417-GBD10556_25114-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTCGGAACTTCCCTTAGTATATTAATTCGAGCA

GAATTAGGACGCCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATAGCC

TTCCCTCGAATAAATAACATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTATCTAGAACATGAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609161 Chironomus sp. water mite diet isolate 5536-BHL032417-GBD18704_3227-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCA

GAATTAGGACGACCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAGTTGTTACATCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTTGTCCCTTTAATATTAGGAGCACCAGATATAGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTACTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609162 Chironomus sp. water mite diet isolate 5543-BHL032417-GBD21382_15510-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609163 Chironomus sp. water mite diet isolate 5547-BHL032417-GBD25222_21745-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAGTAGTTACAGCTCATGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCGCCAGATATAGCA

TTCCCTCGAATAAATAATATAAGATTTTGACTACTCCCCCCATCTTTAACACTACTACTATCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609164 Chironomus sp. water mite diet isolate 5549-BHL032417-GBD19907_15692-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGACTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAGCT

AGGACGTCCCGGAACTTTCATTGGAGATGACCAAATTTACAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTATTAATATTCTTCTGTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609165 Chironomus sp. water mite diet isolate 5555-BHL032417-GBD9936_24223-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCTTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCACGAATAAATAATATAAGATTTTGAATACTACCCCCATCTTTAACTCTACTTCTTTCTAGTACAATAGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609166 Chironomus sp. water mite diet isolate 5577-BHL032417-GBD23146_6571-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCGATTTTAATTGGAGGTTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCT

TTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609167 Chironomus sp. water mite diet isolate 5586-BHL032417-GBD7114_9091-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATACGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCTTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609168 Chironomus sp. water mite diet isolate 5597-BHL032417-GBD24868_12611-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAGTT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTCC

CGCGAATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609169 Chironomus sp. water mite diet isolate 5598-BHL032417-GBD15375_26562-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACCTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCATCTTTAACTCTTCTTCTTTCTTGTTCATTTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609170 Chironomus sp. water mite diet isolate 5618-BHL032417-GBD19911_12049-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCCCTAATACTAGGAGCACCAGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACAACAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609171 Chironomus sp. water mite diet isolate 5622-BHL032417-GBD27855_18537-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCA

GAATTAGGACATGCTGGTTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGTTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAACAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCATCTTTCTTGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609172 Chironomus sp. water mite diet isolate 5623-BHL032417-GBD20571_16053-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTA

GGACGGCCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCGGCTTCTTTCTAGTTCATCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609173 Chironomus sp. water mite diet isolate 5624-BHL032417-GBD26207_11230-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGAATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTTCTACTCTCAAGTACAACCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609174 Chironomus sp. water mite diet isolate 5629-BHL032417-GBD18014_27731-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAAGTACTTCCTTAAGTATACTTATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCGATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTTGTTCATTTGTAGAAAAT

GTAGTTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609175 Chironomus sp. water mite diet isolate 5634-BHL032417-GBD4015_19702-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCATGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAACTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCT

TTCCCACGAATAAATAATATAAGATTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTTGTTCAATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609176 Chironomus sp. water mite diet isolate 5637-BHL032417-GBD21769_18364-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAACTAGGACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATAGCC

TTCCCTCGAATAAATAATATAAGATTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTTGTTCATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609177 Chironomus sp. water mite diet isolate 5650-BHL032417-GBD8112_10871-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGTTTATTCGAGTAGAATTA

GGAGGACCCGGAACATTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609178 Chironomus sp. water mite diet isolate 5652-BHL032417-GBD15985_15805-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAGTTGTTACGGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCGATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATAGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTACTACTATCTTGTTCATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609179 Chironomus sp. water mite diet isolate 5668-BHL032417-GBD17811_10174-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTCCC

ACGACTTAACAATTTAAGATTCTGACTACTACCAGCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609180 Chironomus sp. water mite diet isolate 5674-BHL032417-GBD19695_15461-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGAAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTTTTATCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609181 Chironomus sp. water mite diet isolate 5676-BHL032417-GBD9853_15680-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTTTCTTAGAATATTAATTCGAGCA

GAATTAGGCCGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAGTGGTTACAGCTCACGCATTTATTATAAT

TTTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGATCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTTGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609182 Chironomus sp. water mite diet isolate 5677-BHL032417-GBD20892_3065-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTGTCTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGGGATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCTCTAGTTGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609183 Chironomus sp. water mite diet isolate 5678-BHL032417-GBD15805_1856-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCTTTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACACGACAACTATCTAGTACAACCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609184 Chironomus sp. water mite diet isolate 5680-BHL032417-GBD9772_14119-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTAACCCTACTTCTATCAAGATCATCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609185 Chironomus sp. water mite diet isolate 5682-BHL032417-GBD28010_15044-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCAGAATT

AGGACAACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACCGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTACTACTTTCTAGTTCTTCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609186 Chironomus sp. water mite diet isolate 5691-BHL032417-GBD19887_22955-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAGGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACGTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCCTCTTTAACTCTTCTTTTATCAAGCTCAATTGTTGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609187 Chironomus sp. water mite diet isolate 5692-BHL032417-GBD24984_5701-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGAAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCTCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609188 Chironomus sp. water mite diet isolate 5698-BHL032417-GBD19790_9447-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATTCCGATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCCTCTTTAACTCTTCTTTTATCAAGCTCAATTGTTGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609189 Chironomus sp. water mite diet isolate 5705-BHL032417-GBD4599_16119-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATACTTTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCAACCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609190 Chironomus sp. water mite diet isolate 5707-BHL032417-GBD18737_10938-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACTGCTCACGCATTTATAATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGATTTTGACTTCTACCCCCATCTTTAACCCTTCTTCTTTCTTGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609191 Chironomus sp. water mite diet isolate 5709-BHL032417-GBD8057_14518-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCATTAGAATATTAATTCGAGTA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATGAATAATATAAGTTTTTGACTACTCCCCCCATCTTTAACTCTACTTCTATCTTATTCATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609192 Chironomus sp. water mite diet isolate 5711-BHL032417-GBD11053_11985-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTAGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTTGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609193 Chironomus sp. water mite diet isolate 5713-BHL032417-GBD3939_12537-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCAGATATGGCTTTCC

CTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCCTCTTTAACTCTTCTTTTATCAAGCTCAATTGTTGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609194 Chironomus sp. water mite diet isolate 5717-BHL032417-GBD14686_19668-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACCTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTTGGAAATTGATTTGTCCCTTTAATATTCGGAGCTCCAGATATAGCCT

TCCCTCGAATAAATAATATAAGATTTTGACTGCTCCCCCCATCTTTAACTCTTCTTCTTTCTTGTTCATTTGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609195 Chironomus sp. water mite diet isolate 5721-BHL032417-GBD12046_25248-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCCCTAATACTTGGAGCATCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCTAACTCTACTACTATCTAGTTCTTCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609196 Chironomus sp. water mite diet isolate 5725-BHL032417-GBD25409_20780-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGTACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTACTTTCTAGTACTTCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609197 Chironomus sp. water mite diet isolate 5727-BHL032417-GBD20281_3578-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATGATT

TTCTTTATAGTAATACCTATTTTAATTGGAGGATATGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGC

ATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609198 Chironomus sp. water mite diet isolate 5776-BHL032417-GBD4877_7126-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAATTGGAACTTCTTTAAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCTATCTTTAACTCTTCTTCTTTCTAATTCATTTGTAGAAAATGA

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609199 Chironomus sp. water mite diet isolate 5788-BHL032417-GBD25915_19064-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AAGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTACACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCTTCTCTTACTCTTCTACTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609200 Chironomus sp. water mite diet isolate 5819-BHL032417-GBD18682_4544-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGTCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTC

GGTCACGCTGGTTCTTTAATCGGAGACGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTGATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609201 Chironomus sp. water mite diet isolate 5820-BHL032417-GBD16056_6980-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATACATTATTTTTGAGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGC

AGAATTAGGACGACCCAGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAA

TTTTTTTCATAGTTATACCAATTTTAATTGGAGGTCTCGGAAATTGACTTGTCCCTTTAATATTAGGAACTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCTATCTTTAACTCTTCTTCTTTCTAATTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609202 Chironomus sp. water mite diet isolate 5839-BHL032417-GBD9622_5816-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGCACTTCATTAAGAATGCTTATTCGAACAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCATAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCGTCACTTACTCTACTACTATCTAGTTCTATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609203 Chironomus sp. water mite diet isolate 5850-BHL032417-GBD4770_10882-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTACACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCCCCTGATATAGCA

TTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACT-

TTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609204 Chironomus sp. water mite diet isolate 5852-BHL032417-GBD20378_19877-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCT

TTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGA

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609205 Chironomus sp. water mite diet isolate 5877-BHL032417-GBD7241_22598-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAAATATGGCC

TTCCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCTCCTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609206 Chironomus sp. water mite diet isolate 5881-BHL032417-GBD27212_8399-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCTTGATCTGGAATAGTAGGAACTTCCTTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTAGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTACTCCCCCTATCTTTAACTCTACTTCTTTCTAATTCATTTGTAGAAAATG

CAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609207 Chironomus sp. water mite diet isolate 5891-BHL032417-GBD6013_10979-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAACAGAATT

AGGACGACCCGGAACTTTCATTGGAGTTGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATCTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAATTTTCTGACTTTTACCCCCTTCTCATACTCTTCCTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609208 Chironomus sp. water mite diet isolate 5893-BHL032417-GBD7158_9728-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTCTTGACTTCACCCCCTATCTATAACGCTGCGTCTGTCTAATACATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609209 Chironomus sp. water mite diet isolate 5903-BHL032417-GBD22778_26085-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCTTAATATTAGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCTTCTCTAACTCTTCTTCTTTCTAGTTCAATCGTAGAAAACGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609210 Chironomus sp. water mite diet isolate 5906-BHL032417-GBD12328_8310-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGATCTTTATACTTTATTTTTGGTGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGTTTATTCGAGCTGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTCTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGATTCTGACTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTACAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609211 Chironomus sp. water mite diet isolate 5920-BHL032417-GBD16216_12300-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCGATTTTAATTGGGGGTTTCGGAAATTGATTAGTATCTTTAATGTTAGGGGCCCCTGATATAGCC

TTCCCGCGAATAAATAATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTTCAATTGTTGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609212 Chironomus sp. water mite diet isolate 5924-BHL032417-GBD15139_14949-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATCGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGCTTCTGACTATTACCCCCTTCTCTTACACTACTTCTAGCTAGTTCTATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609213 Chironomus sp. water mite diet isolate 5930-BHL032417-GBD14508_8395-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGCACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATAATAATTTTTTT

CATAGTGATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTATTACCCCCTTCACTTACCCTTCTTCTATCAAGTTCTATAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609214 Chironomus sp. water mite diet isolate 5939-BHL032417-GBD8999_12224-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCT

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609215 Chironomus sp. water mite diet isolate 5941-BHL032417-GBD20024_6376-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAACCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCA

GAACTCGGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTCGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCTATCTTTAACTCTTCTTCTTTCTAATTCATTTGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609216 Chironomus sp. water mite diet isolate 5949-BHL032417-GBD26703_23950-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCCCATGCTTTTATTATAATTTTTTT

CATAGTTAGACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCTTCTCTTACTCTACTACTTGCTAGTACTAGCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609217 Chironomus sp. water mite diet isolate 5951-BHL032417-GBD25042_15466-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGATTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGTGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCTTCTCTAACCCTTCTTCTATCTAGTACTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609218 Chironomus sp. water mite diet isolate 5956-BHL032417-GBD19641_5148-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGTGCATGATCAGGAATAATTGGAACTTCTTTAAGAATATTAATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609219 Chironomus sp. water mite diet isolate 5972-BHL032417-GBD7841_16733-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCTGAATCGTGGGAACTTCATTAAGAATGCTTATTCGAGC

AGAATTAGGACGACCCTGAACTTTCATTGGAGATGATCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCTATCTTTAACTCTTCTTCTTTCTAATTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609220 Chironomus sp. water mite diet isolate 5980-BHL032417-GBD17723_16445-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGCACTTCCTTAAGTATACTTTTTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCCC

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCGTCTCTTACTCTTCTTCGATCTAGCTCTCTAGTTGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609221 Chironomus sp. water mite diet isolate 5988-BHL032417-GBD19200_28171-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATATTATAAGTTTCTGACTTTTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609222 Chironomus sp. water mite diet isolate 5994-BHL032417-GBD18519_23806-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATTCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGTGCAGAAAT

ATGACGACACGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CAAAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609223 Chironomus sp. water mite diet isolate 6068-BHL032417-GBD2254_13667-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTTCAATTTTTTTC

ATAGTTATACCAATTTTAAATGGAGGTGTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTCC

TCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609224 Chironomus sp. water mite diet isolate 6093-BHL032417-GBD10099_16616-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTA

GGACATCCTGTAACTTTTATTGGTGACGACCAAATTTATAATGTTGTAGTTACTGCACATACTTTTATTATAATTTTTTTCA

TAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTCCTC

GAATAAATAGTATAAGTTTCTGACTTTTATCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609225 Chironomus sp. water mite diet isolate 6099-BHL032417-GBD23460_8100-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGCATTCTAATTAGAGCAGAATTA

GGACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATGTTTTTC

ATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCTCCCTAATACTTGGAGCACTTGACATGGCTTTTCCT

CGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609226 Chironomus sp. water mite diet isolate 6194-BHL032417-GBD28924_14431-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATAGCAGTTTTAAATGGAGAATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGATTAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609227 Chironomus sp. water mite diet isolate 6233-BHL032417-GBD14147_7235-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGACCTTTATACAGTATTTTTGGGGCTTGCTCCGGAATTGTGGGAACTTCATTGGGAATGCTTATTCGAGCAGAAAT

AGGACGAACAGGAACTTTCATTGGAGATGACCAAAATTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609228 Chironomus sp. water mite diet isolate 6266-BHL032417-GBD8945_22359-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAACAAATAGTATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCTTCTATCTAGTACTATAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609229 Chironomus sp. water mite diet isolate 6284-BHL032417-GBD4519_15743-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACAATATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTGTTACCCCCCTCACTTACTCTACTTCTATCTAGTTCATTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609230 Chironomus sp. water mite diet isolate 6294-BHL032417-GBD25296_13247-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAACT

AGGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGTTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609231 Chironomus sp. water mite diet isolate 6399-BHL032417-GBD22650_4858-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCTCTTGACATGGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCAAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609232 Chironomus sp. water mite diet isolate 6429-BHL032417-GBD9616_21670-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATGGGAGATGACCAAATTTATAATGTTGTAGTAACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTAAAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTCCTTCATTCTAGTCCTTTCGAAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609233 Chironomus sp. water mite diet isolate 6455-BHL032417-GBD23598_26365-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCCTATTCGAGCAGAAAT

AGGACGACCCGGAACTGTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGACTTGTCCCATTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGGATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTATAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609234 Chironomus sp. water mite diet isolate 6477-BHL032417-GBD10910_22984-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGCCTTTTCC

TCGCATAAATAGTATAATTTTCTGACTTTTACCCCCCTCTCTTACACGTCTTCTGTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609235 Chironomus sp. water mite diet isolate 6483-BHL032417-GBD24553_13313-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGTATGCTTATTCGAGCAGAACTA

CGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACGAGTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTCC

TCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCACTAACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609236 Chironomus sp. water mite diet isolate 6530-BHL032417-GBD14209_28908-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCTTGACCTGGCCTTTC

CCCCAATAAATAGTAAAAGTTTCCGACCTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609237 Chironomus sp. water mite diet isolate 6531-BHL032417-GBD25999_7805-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATACTTATTCGAGCAGAAAT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGGTTCGGAAACTGACTAGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGGGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609238 Chironomus sp. water mite diet isolate 6545-BHL032417-GBD21203_23118-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAAATTATAATGTTGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCAGCCACTTTCTAGTACTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609239 Chironomus sp. water mite diet isolate 6558-BHL032417-GBD29139_16186-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAACT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTCTTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGAATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTAC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCGCTCTTACTCTTCTTCTGTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609240 Chironomus sp. water mite diet isolate 6570-BHL032417-GBD12197_11043-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTC

CTCGAATAAATAGTATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609241 Chironomus sp. water mite diet isolate 6594-BHL032417-GBD9831_24574-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGTGAACTTCCTTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCTCCTAATACTTGGAGCACGTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609242 Chironomus sp. water mite diet isolate 6595-BHL032417-GBD17312_18559-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCTGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTATTACCCCCATCTCTTACTCTACTTCTTTTTACTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609243 Chironomus sp. water mite diet isolate 6614-BHL032417-GBD21055_24025-Ldc27 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAAAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCACTAACTCTACTACTATCTAGTTCTTTAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609244 Chironomus sp. water mite diet isolate 6748-BHL032417-GBD18074_17274-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTATAGTTACTGCACATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCCGACTTTTACCCCCCTCTCTTACCCTACCTCTATCTAGTTTATTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609245 Chironomus sp. water mite diet isolate 6756-BHL032417-GBD25911_7186-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATACGGACTAGTGGGAACTTCATTACGAATGCTTATTCGAGCGGCATT

AGGACGACACGGAACTTTCATTGGCGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCTCTTACTCTTCCTCTTTCTAGTTTTTTGGTAGAAAATGGAACT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609246 Chironomus sp. water mite diet isolate 6757-BHL032417-GBD11414_17570-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTTATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTTC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTTCCTCTTTCTAGTTTATTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609247 Chironomus sp. water mite diet isolate 6785-BHL032417-GBD18898_14038-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGATGTAGTTACTGCACATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATATTATAAGTTCCTGACTTTTACCCCCCTCTCTTAAACTGCCTCGGTCTAGTTTTTTGGTAGAAAACGGAGC

AGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609248 Chironomus sp. water mite diet isolate 6787-BHL032417-GBD5341_13708-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCTCATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTAGGAGCACCTGACATAGCTTTTCC

TCGGATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTTATTGGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609249 Chironomus sp. water mite diet isolate 6791-BHL032417-GBD18318_8618-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTTTGAATACTTCCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609250 Chironomus sp. water mite diet isolate 6793-BHL032417-GBD4325_18449-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACAAGCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTGTTACCCCCCTCACTTACTCTACCACTATCTAGATCATTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609251 Chironomus sp. water mite diet isolate 6805-BHL032417-GBD11920_5272-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTACACATGCTTGTATTATAATTTTTTT

CATCGTTATACCCATTTCAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTTTTTGATAGTAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609252 Chironomus sp. water mite diet isolate 6808-BHL032417-GBD28821_14722-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTCGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCCGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACCTCTTTCTAGTTGATTGGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609253 Chironomus sp. water mite diet isolate 6816-BHL032417-GBD29450_13729-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTCTAATGTTGTAGTTACTACACATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

GCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCGTACTCTTCCTCTTTCTAGTTTGTTGGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609254 Chironomus sp. water mite diet isolate 6823-BHL032417-GBD12258_22674-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAAGACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTATAGTAGAATGGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609255 Chironomus sp. water mite diet isolate 6854-BHL032417-GBD26833_19922-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGGGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAATTACTGCACATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCGCTTACACTACCTCTGTCTAGTTTTTTGGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609256 Chironomus sp. water mite diet isolate 6856-BHL032417-GBD7145_16588-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCATGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAGATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTGTATTGGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609257 Chironomus sp. water mite diet isolate 6860-BHL032417-GBD15442_27128-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAATTA

AGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTTTTTGGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609258 Chironomus sp. water mite diet isolate 6874-BHL032417-GBD17777_4061-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTCATACATTATTTTTGGGGTTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGTAACTTTCATTGTAGATGACCATATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGCCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTCCTCTTCCTCTTTCTAGTTTTTTGGTAGAAAATGGAGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609259 Chironomus sp. water mite diet isolate 6880-BHL032417-GBD2836_17270-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAACCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCGTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTAGCTAGGGGTTTGGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609260 Chironomus sp. water mite diet isolate 6917-BHL032417-GBD9422_8766-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACAAAGCTTTTC

CACGAATAAATAATATAAGGTTCTGACTTTTACCCCCATCTCTTACTCTACCTCTTTCTAGGTGTTTGGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609261 Chironomus sp. water mite diet isolate 6929-BHL032417-GBD3218_15827-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTTTTTGGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609262 Chironomus sp. water mite diet isolate 6969-BHL032417-GBD20866_9666-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGCTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609263 Chironomus sp. water mite diet isolate 6972-BHL032417-GBD24103_18897-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATGGTTATACCATTTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTC

CCCGAATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609264 Chironomus sp. water mite diet isolate 6988-BHL032417-GBD21928_14073-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609265 Chironomus sp. water mite diet isolate 7049-BHL032417-GBD16511_9739-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCTCTCAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609266 Chironomus sp. water mite diet isolate 7054-BHL032417-GBD26213_18019-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTGTATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATT

AGGACGACCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGAAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTATACCGCCCTCTCTTACTCTTCTTCTTTCCAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609267 Chironomus sp. water mite diet isolate 7055-BHL032417-GBD21814_23522-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACCTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCCGACTATTACCCCCCTCTCTTACTCTACTTCTTTCTAGTACATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609268 Chironomus sp. water mite diet isolate 7062-BHL032417-GBD19737_19786-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGTACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609269 Chironomus sp. water mite diet isolate 7065-BHL032417-GBD20433_2300-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATACGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTCTCTGACTTTTACCCCCCTCTCTAACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609270 Chironomus sp. water mite diet isolate 7072-BHL032417-GBD24057_17305-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATATTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAACCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTTACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCACTAACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609271 Chironomus sp. water mite diet isolate 7168-BHL032417-GBD23331_20817-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGGATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTTCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCCGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609272 Chironomus sp. water mite diet isolate 7170-BHL032417-GBD26207_13328-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATTA

GGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTAACTCATCTTCTATCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609273 Chironomus sp. water mite diet isolate 7173-BHL032417-GBD14104_2601-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTTATTTTTGGAGCTTGATCCGGAATGGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTATC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTCTCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609274 Chironomus sp. water mite diet isolate 7188-BHL032417-GBD11765_5548-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGAATTTGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACCCTACTACTTTCTAGTTCTGCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609275 Chironomus sp. water mite diet isolate 7193-BHL032417-GBD16650_20565-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACTCCCCTCGCCTACTCAGCTTCTTTCTAGTTCGTGCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609276 Chironomus sp. water mite diet isolate 7207-BHL032417-GBD22534_3858-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCACTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATGGCTTTTC

CACGAATAAATAATATAAGATTCCGACTTTTACCCCCCTCTCTTACTCTACTACTTTCTAGTGCAGTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609277 Chironomus sp. water mite diet isolate 7214-BHL032417-GBD21479_23862-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTATTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTCTACCCCCCTCTCTGACTCTTCTACTTTCTAGTTCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609278 Chironomus sp. water mite diet isolate 7219-BHL032417-GBD27571_22320-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTAATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTGCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTATTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609279 Chironomus sp. water mite diet isolate 7233-BHL032417-GBD21787_18105-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAGTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTTCCCCTGATACTTGGAGCACCAGACATAGCTCTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609280 Chironomus sp. water mite diet isolate 7239-BHL032417-GBD24496_24227-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

GCGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTAACCCTACTTCTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609281 Chironomus sp. water mite diet isolate 7253-BHL032417-GBD27437_7833-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGGACTTCATTAAGAATGCTTATTTGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATATTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609282 Chironomus sp. water mite diet isolate 7264-BHL032417-GBD23805_16703-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTTCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTATACCGCCCTCTCTTACGCTTCTTCTTTCCAGTTCGTTTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609283 Chironomus sp. water mite diet isolate 7286-BHL032417-GBD24132_13231-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGTGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCTTAATACTTGGAGTACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTACTTTCAAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609284 Chironomus sp. water mite diet isolate 7289-BHL032417-GBD20522_8880-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGATCTTTATACATTATTTTTGGTGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCTAGCAGAATTA

GGACGTCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTGGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGATTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609285 Chironomus sp. water mite diet isolate 7300-BHL032417-GBD23855_14344-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCCTGATCCGGAATAGTGGGTACTTCATTAAGAATGTTTATTCGAGCAGAATT

CGGACGCACCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTAACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609286 Chironomus sp. water mite diet isolate 7321-BHL032417-GBD11276_5472-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGATCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTACTTCTGCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609287 Chironomus sp. water mite diet isolate 7339-BHL032417-GBD23506_15851-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCTAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACCCTACTACTTTCTAGTTCATTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609288 Chironomus sp. water mite diet isolate 7345-BHL032417-GBD26038_18431-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGTGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTATTCGGGTAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGATTCTGACTTTTACTCCCCTCTCTAACTCTTCTTCTTTCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609289 Chironomus sp. water mite diet isolate 7350-BHL032417-GBD23606_10573-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACTTTATTTTTGGGACTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTAGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTGTTACCCCCCTCACTAACTCTACTACTATCTAGATCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609290 Chironomus sp. water mite diet isolate 7352-BHL032417-GBD9500_21011-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGTAGGATTTGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACTCCCCTCTCTAACACTACTACTTTCTAGAACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609291 Chironomus sp. water mite diet isolate 7372-BHL032417-GBD4200_17098-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGTAGAATTA

TGACGACCCGGAACTTTCTTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTACCCCTGATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACCCTACTACTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609292 Chironomus sp. water mite diet isolate 7373-BHL032417-GBD18229_7917-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTACACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAATCTGACTTCTCCCCCTGATACTTGGGGCACCTGACGTAGCTTTTCC

TCGAATAAATAATATAAGTTTCTTACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609293 Chironomus sp. water mite diet isolate 7383-BHL032417-GBD26224_10434-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCTGTAATAATTGGAGCACCAGACATAGCATTTC

CTCGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609294 Chironomus sp. water mite diet isolate 7385-BHL032417-GBD10546_27367-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGAAGATCAAATTTATAATGCTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACCCTACTTCTTTCTAGTGCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609295 Chironomus sp. water mite diet isolate 7409-BHL032417-GBD11396_23949-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGGCGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATATTTGGAGCATCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTATCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609296 Chironomus sp. water mite diet isolate 7427-BHL032417-GBD14395_3928-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCTGAACTTTCATTGGAGATGACCATATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTGATACTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTCCTCCCCTCTCTTTCTCTTCTTCTTTCTAGTTCTTTCGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609297 Chironomus sp. water mite diet isolate 7438-BHL032417-GBD18750_13649-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTATGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCACTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATAAAAGTGTCTGACTTTTACTCCCCTCTCTTACTCTACGTCATTCTAGTACTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609298 Chironomus sp. water mite diet isolate 7440-BHL032417-GBD20569_27867-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGATCTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTACTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACCCTTCTTCTATCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609299 Chironomus sp. water mite diet isolate 7446-BHL032417-GBD3323_11808-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATACTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTTCCCCTAATATTAGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTCCTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609300 Chironomus sp. water mite diet isolate 7449-BHL032417-GBD13853_9931-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTA

GGACGACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCATGTTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATAGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTCGGAGTACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609301 Chironomus sp. water mite diet isolate 7457-BHL032417-GBD23169_22017-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAACAGAATTA

GGACTACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609302 Chironomus sp. water mite diet isolate 7459-BHL032417-GBD3636_16569-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTAAGAATGCTTATTTGAGCAGAATTA

GGACGACACGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGGTTCCGAATTTTACCCCCCTCTCTTACTCTTCTTCTGGCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609303 Chironomus sp. water mite diet isolate 7460-BHL032417-GBD17627_5438-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTGTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCTTAACTTTCATTGGACATGACCAAATTTATAATGATGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTAGGACACTGACTTGTCCACCTGATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609304 Chironomus sp. water mite diet isolate 7466-BHL032417-GBD5164_13760-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGGTTGATCCGGAATAGTGGGAACTTCATTTAGAATGTTTATTCGAGCTGAATTA

GGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTACACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTCAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGATTCCGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609305 Chironomus sp. water mite diet isolate 7469-BHL032417-GBD27638_14102-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTTCCCCTGATATTTGGGGCTCCTGACATGGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTGACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609306 Chironomus sp. water mite diet isolate 7478-BHL032417-GBD13727_6182-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTA

GGACGACCATTAACTTTTATTGGAGACGACCAAATTTATAATGTTGTAGTTACTGCACATGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTAGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609307 Chironomus sp. water mite diet isolate 7490-BHL032417-GBD20235_5498-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCTGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATGGTTATACCAATTTTAATTGGGGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAACAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609308 Chironomus sp. water mite diet isolate 7493-BHL032417-GBD12434_5572-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCAAACGGAATTA

GGTCATCCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCGTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGCTG

GAAC

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609309 Chironomus sp. water mite diet isolate 7497-BHL032417-GBD22258_10263-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCAATGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTAATAACTAATTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609310 Chironomus sp. water mite diet isolate 7509-BHL032417-GBD7281_13304-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTAAGAATGCTTATTCTAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATATCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATATTATAAGTTTCTGACTTTGACTCCCCTCTCTTACACTTCATCAATCTAGTGCTTGCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609311 Chironomus sp. water mite diet isolate 7512-BHL032417-GBD24234_16414-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGAGCTTGAGCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATATTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCTTAATACTTGGAGCTCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACCCTACTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609312 Chironomus sp. water mite diet isolate 7514-BHL032417-GBD22980_12099-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAGCCGGTACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCTTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAACATAAGATTCTGACTTTTACCCCCCTCTCTTACACTACTACTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609313 Chironomus sp. water mite diet isolate 7536-BHL040517-GBD15398_9862-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTAGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGA

GCTGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609314 Chironomus sp. water mite diet isolate 7574-BHL040517-GBD23425_12671-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGCTTCTCCT

CAAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609315 Chironomus sp. water mite diet isolate 7636-BHL040517-GBD3527_12206-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTC

GGACTACCTGGTACTTTAATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609316 Chironomus sp. water mite diet isolate 7650-BHL040517-GBD16655_28433-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609317 Chironomus sp. water mite diet isolate 7666-BHL040517-GBD8890_10445-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCGGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGCTTTTCC

TCAAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609318 Chironomus sp. water mite diet isolate 7675-BHL040517-GBD15461_10481-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCTGAATTA

GGACGACCCGGGACATTTATTGGAGATGATCAAATCTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCATAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTCACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609319 Chironomus sp. water mite diet isolate 7695-BHL040517-GBD16255_11928-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACCCTTTACTTTATTTTTAGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTA

GGACGACCCGGGACATTTATTGGAGATGACCAAATTTATAAAGTTGTAGTTACTGCACATGCTTTTATTATAATCTTTTTC

ATAGTTATACCAATTTTAATCGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609320 Chironomus sp. water mite diet isolate 7711-BHL040517-GBD7531_11244-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAACTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

GCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACCCTACTTCTATCTAGATCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609321 Chironomus sp. water mite diet isolate 7712-BHL040517-GBD29201_18212-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACT

TGGACGACCTGGTACTTTTATTGGAGATGACCAGATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTT

CATAGTTCTACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCATTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609322 Chironomus sp. water mite diet isolate 7748-BHL040517-GBD20801_23722-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTTATTTTTGGGGCTTGGTCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGCTTTTCCT

CGAATAAATAACATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTATCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609323 Chironomus sp. water mite diet isolate 7759-BHL040517-GBD28280_18226-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGTAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCCTTTCCT

CGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCCACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609324 Chironomus sp. water mite diet isolate 7760-BHL040517-GBD14936_21270-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTATCATTGGAGATGATCAAATTTATAATGTTATTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTGACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609325 Chironomus sp. water mite diet isolate 7777-BHL040517-GBD17465_12320-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATT

AGGTCACCCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTCCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTTACTTGTCCCCCTAATACTTGGATCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609326 Chironomus sp. water mite diet isolate 7779-BHL040517-GBD20972_12868-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTATTCGAGCAGAATT

AGGGCGACCCGGAACTTTGATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609327 Chironomus sp. water mite diet isolate 7781-BHL040517-GBD2153_13952-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTCCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACCCTACTTCTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609328 Chironomus sp. water mite diet isolate 7793-BHL040517-GBD23742_12824-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGCACTTCATTAAGAATGTTTATTCGACTAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTGTTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCACTTACCCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609329 Chironomus sp. water mite diet isolate 7807-BHL040517-GBD12601_21376-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACATTATTTTTGGGGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATCTTTTT

CATAGTTATACCAATTTTAATCGGAGGTTTCGGAAACTGACTTGTCCCCCTAAAACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCTCCTTCTCTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609330 Chironomus sp. water mite diet isolate 7819-BHL040517-GBD24612_22233-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTA

GGACGACCCGGGACTTTTATTGGAGATGACCAAATCTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609331 Chironomus sp. water mite diet isolate 7844-BHL040517-GBD13435_8279-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTTATTAAGAATGTTTATTCGAGCTGAATTA

GGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCAGTCATAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609332 Chironomus sp. water mite diet isolate 7846-BHL040517-GBD13098_9342-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCGTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTTTTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTACTACTTTCTAGTGCTGTAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609333 Chironomus sp. water mite diet isolate 7865-BHL040517-GBD26945_9012-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGCTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTTACATAGCTTTTCCT

CAAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609334 Chironomus sp. water mite diet isolate 7866-BHL040517-GBD4139_9782-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAAATTTCATTGGAGATGACCAAATTTATAATGTTTTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTTCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTAGAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609335 Chironomus sp. water mite diet isolate 7872-BHL040517-GBD10733_11968-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTAATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTAACCCCTCTTCTATCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609336 Chironomus sp. water mite diet isolate 7875-BHL040517-GBD10663_12803-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGCCTTTATATATTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATCTTTTT

CATAGTTATACCAGTTTTAATCGGAGATTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609337 Chironomus sp. water mite diet isolate 7881-BHL040517-GBD22437_15674-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTA

GGTCATGCGGGTTCTTTAATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCACTAATACTTGGAGCACCTGACATAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTAATCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609338 Chironomus sp. water mite diet isolate 7882-BHL040517-GBD26409_8557-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACTTTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTAAGAATTCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTAACTCCACTGCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609339 Chironomus sp. water mite diet isolate 7887-BHL040517-GBD8004_19592-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTGCATTGTACTTCATTGTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTGTACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609340 Chironomus sp. water mite diet isolate 7892-BHL040517-GBD23050_16048-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGTTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTATCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609341 Chironomus sp. water mite diet isolate 7897-BHL040517-GBD19151_13506-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609342 Chironomus sp. water mite diet isolate 7906-BHL040517-GBD6241_8473-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTGGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACTCTGAACTGTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TATGGTTATACCTATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCGCCCGATATAGCTTTCCC

ACGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609343 Chironomus sp. water mite diet isolate 7913-BHL040517-GBD11766_16591-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTCCTCCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609344 Chironomus sp. water mite diet isolate 7916-BHL040517-GBD20352_17056-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATCACCAATTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCTATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609345 Chironomus sp. water mite diet isolate 7942-BHL040517-GBD11591_24054-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCAGAATT

ATGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CCTAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTCACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTGCAGTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609346 Chironomus sp. water mite diet isolate 7953-BHL040517-GBD22199_25552-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTTATTAAGAATTCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATCGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATTATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

TGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCGTTCTAGTTCTTTCATAGAAAATGAAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609347 Chironomus sp. water mite diet isolate 7957-BHL040517-GBD16069_13650-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATGGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGAATTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

ACGAATAAATAATATAAGATTCCGACTATTACCCCCCTCTCTTACTCTACTTCTTTCTAGTGCTGTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609348 Chironomus sp. water mite diet isolate 7961-BHL040517-GBD13255_18037-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGATTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGTCTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609349 Chironomus sp. water mite diet isolate 7976-BHL040517-GBD2798_16518-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTGGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGGATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGTACCTCACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609350 Chironomus sp. water mite diet isolate 7987-BHL040517-GBD26293_20205-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTT

GGACGACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTT

ATAGTTATGCCAATTTTACTTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTATCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609351 Chironomus sp. water mite diet isolate 7991-BHL040517-GBD29052_17893-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGTGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAACCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTCCCACTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGATCAATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609352 Chironomus sp. water mite diet isolate 8009-BHL040517-GBD23148_23253-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTTCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609353 Chironomus sp. water mite diet isolate 8010-BHL040517-GBD24351_15522-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGAAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATACTTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTCGGAAAGTGACTTGTCCCCCTAATACTTGGAGCACTTCACATAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609354 Chironomus sp. water mite diet isolate 8019-BHL040517-GBD21509_8338-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGAATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTCC

TCGAATAAATAATATAAGTTTCCGACTATTACCCCCCTCGCTAACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609355 Chironomus sp. water mite diet isolate 8033-BHL040517-GBD13693_5439-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACT

AGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609356 Chironomus sp. water mite diet isolate 8040-BHL040517-GBD14976_7795-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGTCTTTATACGTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAGGAATGCTTATTCGAGCAGTATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATCTTTTT

CATAGTTATACCAATTTTAATCGGAGGTTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TTGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTGGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609357 Chironomus sp. water mite diet isolate 8058-BHL040517-GBD22337_21609-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGTTTATTCGAGCAGAATTA

GGACGACCAGGAACTTTCATTGGAGATGATCAAATTTATAATGTTATAGTTACTGCTCATGCTTTTATTATAATTTTTTTT

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609358 Chironomus sp. water mite diet isolate 8065-BHL040517-GBD21262_20061-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGCACTTCTTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATCGGAGGTTTCGGAAACTTACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTATTACGCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609359 Chironomus sp. water mite diet isolate 8084-BHL040517-GBD10668_26187-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTA

GGACGACCCGGGACATTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTT

ATGGTTATACCTATTCTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATATTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTCTTACCCCCCTCTCTTACTCTTCTTCTTTCCAATTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609360 Chironomus sp. water mite diet isolate 8086-BHL040517-GBD19905_2312-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCAGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTCT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTCTCCCCCTAATACTTGGAGCACCCGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACATTTACCCCCCTCTCTTACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609361 Chironomus sp. water mite diet isolate 8099-BHL040517-GBD8346_16740-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCAGGAATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACGGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCCTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCCACTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609362 Chironomus sp. water mite diet isolate 8100-BHL040517-GBD8522_5249-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTA

GGTCATGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTA

TAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGCTGG

AAC

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609363 Chironomus sp. water mite diet isolate 8101-BHL040517-GBD3689_20007-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTAAGAATGCTAATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTCCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCACTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACACTACTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609364 Chironomus sp. water mite diet isolate 8105-BHL040517-GBD13288_16627-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTTGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGATTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTAATGCACATGCTTTTATTATAATTTTTTT

CGTAGTTATACCAACTTTAATTAGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAATACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATTGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609365 Chironomus sp. water mite diet isolate 8107-BHL040517-GBD19152_21393-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGAATTGTTCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609366 Chironomus sp. water mite diet isolate 8115-BHL040517-GBD23136_19649-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGTAGAATTA

TGACAACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGCTTTTCCTC

AAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609367 Chironomus sp. water mite diet isolate 8122-BHL040517-GBD18156_25506-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

ATGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTACCCCTAATACTTGGAGCACCAGACATAGCATTTC

CCCGAATAAATAATATAAGATTCTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609368 Chironomus sp. water mite diet isolate 8125-BHL040517-GBD10478_19985-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTAACTCTACTACTTTCTAGTTCTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609369 Chironomus sp. water mite diet isolate 8137-BHL040517-GBD25059_9707-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATCTTTTT

CATAGTTATACCAATTTTAATCGGAGGTTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCCTACACATCTTCAATCTAGTGCTTTAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609370 Chironomus sp. water mite diet isolate 8139-BHL040517-GBD10749_5528-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAATAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTT

GGACGACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTTGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAACTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609371 Chironomus sp. water mite diet isolate 8143-BHL040517-GBD5794_17932-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

TATTGTTATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCC

ACGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609372 Chironomus sp. water mite diet isolate 8149-BHL040517-GBD20421_20359-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTA

GGACGACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609373 Chironomus sp. water mite diet isolate 8160-BHL040517-GBD15699_11279-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAGTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGTAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGTACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609374 Chironomus sp. water mite diet isolate 8184-BHL040517-GBD15912_12352-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCTGAATT

AGGACAACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTCTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTAGATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609375 Chironomus sp. water mite diet isolate 8191-BHL040517-GBD9648_7232-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCATGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATTAGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACACTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609376 Chironomus sp. water mite diet isolate 8193-BHL040517-GBD19924_9800-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAACAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCTCCAGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609377 Chironomus sp. water mite diet isolate 8217-BHL040517-GBD4299_20506-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTGTTATAATTTTTTT

CATAGTTATATCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTCTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609378 Chironomus sp. water mite diet isolate 8218-BHL040517-GBD24212_14881-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGTACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTAGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTAACAATACTACTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609379 Chironomus sp. water mite diet isolate 8220-BHL040517-GBD26163_15152-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTATAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACACTACTACTATCTAGTTCTATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609380 Chironomus sp. water mite diet isolate 8225-BHL040517-GBD24475_14237-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGAAACTTCATTAAGAATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACATGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAATACATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609381 Chironomus sp. water mite diet isolate 8239-BHL040517-GBD9328_9355-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGCACTTTTTTAAGAATGTTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCAGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACCCTTCTTCTATCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609382 Chironomus sp. water mite diet isolate 8241-BHL040517-GBD3077_18792-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATCTTTTT

CATAGTTATACCAATTTTAATCGGAGGTTTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAACATAAGATTTTGATTATTACCACCTTCT-

TTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609383 Chironomus sp. water mite diet isolate 8260-BHL040517-GBD27969_16289-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACTACCAGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTACCCCTAATACTAGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609384 Chironomus sp. water mite diet isolate 8268-BHL040517-GBD5429_18274-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGGGCCTGATCGGGGTTAGTAGGGACATCCCTAAGAATACTAATTTGTGCTAAATT

AGGTCACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGTCTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCATACTCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609385 Chironomus sp. water mite diet isolate 8272-BHL040517-GBD26341_7925-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCTTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAATGCAGTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609386 Chironomus sp. water mite diet isolate 8273-BHL040517-GBD27607_8933-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAACT

AGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTTCCTCCCTCTCTTACTCTTCTTCTTTCTAGTACTTTCGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609387 Chironomus sp. water mite diet isolate 8275-BHL040517-GBD5096_9356-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAACAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTGTTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTTCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609388 Chironomus sp. water mite diet isolate 8280-BHL040517-GBD17647_9736-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGTGCTTGATCCGGAATAGTGGGACCTTTATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTTACATGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTTCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCATAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609389 Chironomus sp. water mite diet isolate 8281-BHL040517-GBD26228_9800-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCTGGAACTTTCATTTGAGATGACCAAATTTATAATGTTGTAGTTACTGCACACGCTTTTATTATAATTTTTTT

TATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGACATAGCCTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609390 Chironomus sp. water mite diet isolate 8285-BHL040517-GBD20864_6789-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGGGCCTGATCTGGGATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTAGAGATGACCAAATTTATAAAGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGCTTTTCC

TCAAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTTTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609391 Chironomus sp. water mite diet isolate 8291-BHL040517-GBD20738_15144-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTCGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGATGATCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

GCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609392 Chironomus sp. water mite diet isolate 8294-BHL040517-GBD28426_10356-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCTGGAACTTTCATTGGGGATGATCAAATTTATAATGTTGTAGTTACTCCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609393 Chironomus sp. water mite diet isolate 8296-BHL040517-GBD17188_27486-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCACCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609394 Chironomus sp. water mite diet isolate 8312-BHL040517-GBD12852_6363-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCTTTACTTTATTTTTAGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATGCTTATTCGAGCAAAATTA

GGACGACCCGGAACTTTCATTTGAGATGACCAAATTTATAATATTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCCT

CGAATAAATAATATAAGTTTCTGACATTTACCTCCCCCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609395 Chironomus sp. water mite diet isolate 8318-BHL040517-GBD13344_6927-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAGTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TGTAGTTATACCAATTTTAATTGGAGAATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCC

ACGAATAAATAATATAAGCTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609396 Chironomus sp. water mite diet isolate 8321-BHL040517-GBD21257_18976-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAGGAATGCTTATTCGAGCAGAATT

AGGACGAGCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

ACGAATAAATAATATAAGTTTCCGACTGTTACCCCCCTCTCTTACTCTACTACTATCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609397 Chironomus sp. water mite diet isolate 8325-BHL040517-GBD26574_11769-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCTGAATT

AGGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATGTAAGTTTCCGACTTTTACCCCCCTCTCTGACTCTTCTACTTTCTAGTTCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609398 Chironomus sp. water mite diet isolate 8329-BHL040517-GBD2126_18676-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGTACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCC

TCGAATAAATAACATAAGATTTTGATTATTACCACCTTCT-

TTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609399 Chironomus sp. water mite diet isolate 8337-BHL040517-GBD14583_8945-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTGTTGGGGCTTGATCCGGAATAGGTGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTACTTCTTTCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609400 Chironomus sp. water mite diet isolate 8339-BHL040517-GBD7641_21840-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGTGAACTTCATTAAGAATGCTTATTCGAGCAGCATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTACCGACTTTGACCCCCCGCTCCTACACTACTTCTGTCTAGTGCTTGCGTAGAAAATGGAG

CTGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609401 Chironomus sp. water mite diet isolate 8340-BHL040517-GBD14175_10973-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCAATAAGAATGCTTATTCGA

GCAGAATTAGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTAT

AATTTTTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATAT

AGCTGTCCCACGAATAAGTAATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAGATCAATTGTAGAA

AACGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID JF412084, identified in GenBank as 

Chironomus javanus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609402 Chironomus sp. water mite diet isolate 8343-BHL040517-GBD7936_10520-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTTATTAAGAATGCTTATTCGAGCAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCAGATGCTTTTATTATAATTTTTTT

CCTAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGTCCCCCTAATACTTAGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTGCTTTCATAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609403 Chironomus sp. water mite diet isolate 8351-BHL040517-GBD11352_26224-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAGTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CGTAGTTATACCAATTTTAATTGTAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGTACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATCACCTCCTTCTCTAACCCTTCTTCTTTCTAGATTAGTTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609404 Chironomus sp. water mite diet isolate 8354-BHL040517-GBD23782_6215-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTGTTGGGGCTTGATCCGGAATATTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTCTCATTAGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTAACTATACTTCTTTCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609405 Chironomus sp. water mite diet isolate 8357-BHL040517-GBD18431_23792-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGAGGCTTGATCCGGAATAATGGGAACTTCATTAAGTATGCTTATTCGATCAAAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CTAATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTACTTTCAAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609406 Chironomus sp. water mite diet isolate 8411-BHL101416-GBD16269_13320-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCT

GAATTAGGTCACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGATCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTCTTGACTTCTTCCCCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609407 Chironomus sp. water mite diet isolate 8431-BHL101416-GBD26142_15418-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGCTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609408 Chironomus sp. water mite diet isolate 8450-BHL101416-GBD15524_11889-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACACTATTTCTGGGACTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGAACAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTTTAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609409 Chironomus sp. water mite diet isolate 8462-BHL101416-GBD17859_3717-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAGCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCATTTCC

TCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609410 Chironomus sp. water mite diet isolate 8463-BHL101416-GBD16515_4533-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACGTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACATCATTAAGAATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAAGTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTTC

CTCGAATAAACAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609411 Chironomus sp. water mite diet isolate 8466-BHL101416-GBD8308_18984-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACACTATACTTTATTTTTGGAACTCGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCT

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTACACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGATCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609412 Chironomus sp. water mite diet isolate 8468-BHL101416-GBD7843_9308-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTTCCTTTAATATTAGGAGCCCCAGATATGGCC

TTCCCTCGAATAAATAATAAAAGATTTTGACTACTCCCCCCATCTTTAACATTACTTCTTTCTAGTTCAATCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609413 Chironomus sp. water mite diet isolate 8476-BHL101416-GBD24323_6075-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCTCTAATGCTTGGAGCACATGACATAGCTTTTCC

ACGAATAAATAATATAAGTTTCTGACTGTTACCCCCCTCTCTTACTCAACTACTATCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609414 Chironomus sp. water mite diet isolate 8482-BHL101416-GBD17843_19969-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCT

GAATTAGGTCACCCAGGAACTTTAACTGGAGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCTTTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609415 Chironomus sp. water mite diet isolate 8485-BHL101416-GBD14782_4927-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCCAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609416 Chironomus sp. water mite diet isolate 8494-BHL101416-GBD9211_19362-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTACAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTAATACCTATTTTAATTGGGGAATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCA

TTTCCTCGAATAAATAATATAAGTTTTAGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609417 Chironomus sp. water mite diet isolate 8499-BHL101416-GBD20984_27653-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTTGGTAATTGATTACTACCTCTAATATTAGGAGCCCCTGATATAACAT

TTCCTCGAATAAATAATATAAGATTTTGATTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609418 Chironomus sp. water mite diet isolate 8501-BHL101416-GBD19763_17372-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCTTTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCTTTTAATATTAGGAGCTCCAGATATAGCCT

TCCCTCGAATAAATAATATAAGATTTTGACTTCTCCCCCCATCTTTAACCCTTTTTCTTTCTAGTTCATTTGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609419 Chironomus sp. water mite diet isolate 8508-BHL101416-GBD8964_19142-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGAAGCACCTGACATAGCTTTTCC

TAGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609420 Chironomus sp. water mite diet isolate 8515-BHL101416-GBD25268_5294-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCGGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTGTAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTC

CTCGAATAAATAATACAAGATTTTGACTTTTA-

CCCCCTCCCTTAACATTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609421 Chironomus sp. water mite diet isolate 8520-BHL101416-GBD21771_11617-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAGTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTCTTTGACTTTTACCCCCTTCTTTAACTTTACTTCTTTCTAGATCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609422 Chironomus sp. water mite diet isolate 8525-BHL101416-GBD20995_22929-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCGGATCTT

GGACGACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTT

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609423 Chironomus sp. water mite diet isolate 8528-BHL101416-GBD21252_3092-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACCTCTTTAAGTATGCTAATTCGAGCAGAACTT

GGACGACATGGTACTTTTATTGGAGATGACCAAATCTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609424 Chironomus sp. water mite diet isolate 8530-BHL101416-GBD14974_19719-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGATATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGGAAACTAACTTGT-

CCCATAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACTC

TACTACTATCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609425 Chironomus sp. water mite diet isolate 8535-BHL101416-GBD17315_22665-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACCTCTTTAAGTATATTAATTCGAGC

CGAACTTGGCCATCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATCTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGATCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609426 Chironomus sp. water mite diet isolate 8536-BHL101416-GBD24983_16674-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTCTGGGGCTTCACCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTTCTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTAGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTGACTCATCTTCTTTCTAGTACTTTCGTAGAAAATGGAG

CTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609427 Chironomus sp. water mite diet isolate 8556-BHL101416-GBD12876_26079-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGA

ATACTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACA

TGGTTTTATTATAATTTTTTTTATAGTTATACCTATTTTAATTGGATGATTTGGAAATTGACTTGTACCTCTTATATTAGGA

GCCCCTGATATAGCTTTTCCTCGAATAAACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTC

AATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID GU944724, identified in GenBank 

as Chironomus circumdatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609428 Chironomus sp. water mite diet isolate 8558-BHL101416-GBD4880_13488-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGCTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGATATAGCATTTC

CTCGAATAAATAAAATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTGCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609429 Chironomus sp. water mite diet isolate 8572-BHL101416-GBD25259_25301-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGCATGCTTATTCGAGCAGAATT

AGGACGAACAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CTCGACTAAATAATATAAGTTTCTTACTTTTACCCCCCACTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609430 Chironomus sp. water mite diet isolate 8581-BHL101416-GBD19768_14970-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTA

GGTCACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACAGCTCATACTTTTTTTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGGGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609431 Chironomus sp. water mite diet isolate 8584-BHL101416-GBD3457_20840-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACGTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTTATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTTGCTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAAAAAATGGGGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609432 Chironomus sp. water mite diet isolate 8599-BHL101416-GBD14760_23246-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGATGAATTA

GGTCACCCAGGAACTTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGAAGGATTCGGAAACTGACTTGTCCCCCTAATACTTAGAACACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609433 Chironomus sp. water mite diet isolate 8614-BHL101416-GBD24434_14820-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCTTTAGAATATTAATTCGAGCA

AAATTAGGACATCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGATTTCTCCCCCCATCTTTAACTCTTTTACTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609434 Chironomus sp. water mite diet isolate 8624-BHL101416-GBD8124_22916-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAATAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCGTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCACTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609435 Chironomus sp. water mite diet isolate 8625-BHL101416-GBD12059_7096-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACGTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGTAGCACCAGATATAGCTTTCCC

ACGATTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609436 Chironomus sp. water mite diet isolate 8629-BHL101416-GBD25232_7134-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAAGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATCTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCT

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAATTCTTTTACTTTCAAGTTCTATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609437 Chironomus sp. water mite diet isolate 8633-BHL101416-GBD8671_23795-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACACTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609438 Chironomus sp. water mite diet isolate 8634-BHL101416-GBD11339_11257-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACATTATATTTTATTTTTGGAGCTTGATCAGGTATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCC

GCACTTGGCCATCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTATTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATGAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609439 Chironomus sp. water mite diet isolate 8640-BHL101416-GBD16651_2382-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAACGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGGTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGCTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609440 Chironomus sp. water mite diet isolate 8642-BHL101416-GBD25724_14138-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGTATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCTTTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTACTCCCCCCATCATTAACACTTTTTCTTTCTAGTTCATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609441 Chironomus sp. water mite diet isolate 8649-BHL101416-GBD26454_6921-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGCTCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGATGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAAAAAATAATATAAGTGTCTGACTTTTACCCCCCACTCTTACTCATCTACTTTCTAGTTCTTTCGTAGAAAATGGCGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609442 Chironomus sp. water mite diet isolate 8652-BHL101416-GBD3032_12356-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAACTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCA

TTTCCTCGAATAAATAATATAAGATTTTGACTTTTACCCCCTTCCTTAACATTACTTCTTTCTAGTTCTATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609443 Chironomus sp. water mite diet isolate 8660-BHL101416-GBD7541_22684-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTA

GGACACCCAGGAACTTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATACGGAAACTGACTTGTTCCCCTAATGCTTGGAGCACATGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609444 Chironomus sp. water mite diet isolate 8662-BHL101416-GBD12687_18192-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGACTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

CCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTATCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609445 Chironomus sp. water mite diet isolate 8669-BHL101416-GBD25424_17514-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGGACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTCTCCCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCTCCTAATACTTGGAACACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCGTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609446 Chironomus sp. water mite diet isolate 8672-BHL101416-GBD27489_16912-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCTGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGTAGTTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCC

TCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609447 Chironomus sp. water mite diet isolate 8683-BHL101416-GBD24059_25224-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AAGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTGATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCACTTACCCATCTTCTATCTAGATCATTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609448 Chironomus sp. water mite diet isolate 8685-BHL101416-GBD26839_23827-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATTCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGTACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTGTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609449 Chironomus sp. water mite diet isolate 8689-BHL101416-GBD18073_24778-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACCTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCGGATAAAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609450 Chironomus sp. water mite diet isolate 8690-BHL101416-GBD10227_21132-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGTATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATGGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609451 Chironomus sp. water mite diet isolate 8704-BHL101416-GBD13480_8784-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGAACAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGGCATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCTCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609452 Chironomus sp. water mite diet isolate 8705-BHL101416-GBD28059_10714-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGTACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTCCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609453 Chironomus sp. water mite diet isolate 8715-BHL101416-GBD27040_7213-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGCAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCTGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTAATACCAGTTTTAATTGGAGGATTCGGAAACTGATTTGTACCCCTAATACTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTGGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609454 Chironomus sp. water mite diet isolate 8716-BHL101416-GBD3349_9093-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTCCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCC

CTCGTCTTAATAATTTAAGTTTCTGGCTTCTTCACCCAGCTTTAACCCTTCTT-

TTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609455 Chironomus sp. water mite diet isolate 8717-BHL101416-GBD4970_18887-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAGTGTTGTAGTTACTGCACATGCTTTTATTATAATTTTCTT

TATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCC

TCAAATAAACAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609456 Chironomus sp. water mite diet isolate 8725-BHL101416-GBD28785_14026-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATAGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTCTACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGATCACCAGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTACTACTTTCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609457 Chironomus sp. water mite diet isolate 8747-BHL101416-GBD21623_19146-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAATT

AGTACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACACTTCATCATGCTAGTTCTTTCGTAGAAAATGGAGC

TGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609458 Chironomus sp. water mite diet isolate 8779-BHL101416-GBD16640_16587-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTT

GGACGACCTGGAATTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTCCCACTAATACTGGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609459 Chironomus sp. water mite diet isolate 8780-BHL101416-GBD20276_10804-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTTTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAATTGGAGGGTGCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCATTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609460 Chironomus sp. water mite diet isolate 8782-BHL101416-GBD5635_6172-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCCCTAATATTGGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609461 Chironomus sp. water mite diet isolate 8787-BHL101416-GBD10605_4100-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCCGAATAGTGGGAACTTCATTAAGCATACTTATTCGAGCAAAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCTC

ATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAGGCTTCTGACTTTTATCCCCCTCTCTTACTCTTCTTCGTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609462 Chironomus sp. water mite diet isolate 8791-BHL101416-GBD11800_3162-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACATTATATTTTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCT

GAATTAGGACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCTCCAGATATGGCT

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCAATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609463 Chironomus sp. water mite diet isolate 8792-BHL101416-GBD25441_5489-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCTTTTAGTATATTAATTCGAGCA

GAATTAGGACACCCTGGAATTTTAATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609464 Chironomus sp. water mite diet isolate 8801-BHL101416-GBD11653_16331-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAATTGGGGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATGAGCTTCTGATTTTTACCCCCATCTCTTACACTACTTCTGTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609465 Chironomus sp. water mite diet isolate 8804-BHL101416-GBD6320_8262-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAACACCAGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTACTACCATCTAGTACACTCATAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609466 Chironomus sp. water mite diet isolate 8805-BHL101416-GBD24811_16294-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACCTGATCAGGAATAGTAGGAACTTCCCTTAGAATACTAATTCGAGC

AGAATTAGGACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCATGCATTTATTATAAT

TTTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCCTCTTTAACTCTTTTTCTTTCTAGTACATTAGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609467 Chironomus sp. water mite diet isolate 8807-BHL101416-GBD6204_11805-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTATGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAACACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTACTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609468 Chironomus sp. water mite diet isolate 8810-BHL101416-GBD12610_22269-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGTGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTCTCATTGAAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTGTAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATCTGGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609469 Chironomus sp. water mite diet isolate 8823-BHL101416-GBD12498_28645-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAATAGGTACTTCTTTAAGTATGCTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCTTTTAATATTAGGAGCACCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTGCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609470 Chironomus sp. water mite diet isolate 8828-BHL101416-GBD7695_24736-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCGCCCCCCATCTTTAACACATTTTCTATATAGTGCATTAGTAGAAAAT

GGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609471 Chironomus sp. water mite diet isolate 8832-BHL101416-GBD10836_12757-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCCTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCATCTCTTTCTCAACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609472 Chironomus sp. water mite diet isolate 8838-BHL101416-GBD11991_11288-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGATGATTCGGATACTGACATGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609473 Chironomus sp. water mite diet isolate 8844-BHL101416-GBD16361_10366-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609474 Chironomus sp. water mite diet isolate 8847-BHL101416-GBD16979_2101-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAATTGGAGGATTCGGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTC

CTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609475 Chironomus sp. water mite diet isolate 8848-BHL101416-GBD8813_26484-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGCTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGCATAAATAATATAAGCTTCTGACTTTTTCCCCCCTCTCTTACTCAACCTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609476 Chironomus sp. water mite diet isolate 8851-BHL101416-GBD10909_17494-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCCGGAACTTTTATTGGTGATGCCCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATGATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATAGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGATCATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609477 Chironomus sp. water mite diet isolate 8915-BHL032417-GBD2867_12592-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609478 Chironomus sp. water mite diet isolate 8922-BHL032417-GBD11726_4221-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTAGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGTTAATTCGAGCAGAACTT

GGACGACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCATTTATTATAATTTTTTTT

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACCCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609479 Chironomus sp. water mite diet isolate 8936-BHL032417-GBD9497_24760-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACCTCTTTAAGAATGCTTATTCGAGCAGAATTA

GGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609480 Chironomus sp. water mite diet isolate 8956-BHL032417-GBD14201_5561-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTT

GGACGACCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGAATGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609481 Chironomus sp. water mite diet isolate 8988-BHL032417-GBD7652_13067-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTGGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTT

GGACGACCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTACACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609482 Chironomus sp. water mite diet isolate 9004-BHL032417-GBD9465_20885-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTGGCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609483 Chironomus sp. water mite diet isolate 9015-BHL032417-GBD19435_27591-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCAGAATTA

GGACAACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTACTACTTTCTAGTGCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609484 Chironomus sp. water mite diet isolate 9063-BHL032417-GBD28456_19262-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGTATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGAAAACTGACTTGTCCCTCTAATATTGGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTCCCCCCCTCACTAACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609485 Chironomus sp. water mite diet isolate 9085-BHL032417-GBD24369_14965-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTTTGACTTTTTCCCCCCTCTATTACACTACTACTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609486 Chironomus sp. water mite diet isolate 9098-BHL032417-GBD14785_10772-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGCTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCACTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACACTTCATCATGCTAGTGCTTTCGTAGAAAATGGAGC

TGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609487 Chironomus sp. water mite diet isolate 9103-BHL032417-GBD5433_12384-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACGTCCTTAAGTATATTAATTCGAGCAGAATTAGGACGA

CCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATA

AATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR756187, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609488 Chironomus sp. water mite diet isolate 9109-BHL032417-GBD6450_22782-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCCGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCACTTACTCTACTACTGTCTAGTTCTATCGCAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609489 Chironomus sp. water mite diet isolate 9117-BHL032417-GBD5747_12289-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCCATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTTCTTTCAAGTTCTATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609490 Chironomus sp. water mite diet isolate 9186-BHL032417-GBD26773_10424-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGCATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTAATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCTTACTTACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609491 Chironomus sp. water mite diet isolate 9195-BHL032417-GBD9155_24939-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAACT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACAGCACATGCTTTTGTTATAATTTTTTT

CATAGTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTACTATCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609492 Chironomus sp. water mite diet isolate 9204-BHL032417-GBD9536_22251-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTATTACCCCCCTTTCTTACTCTTCTTCTGTCTAGTACGGTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609493 Chironomus sp. water mite diet isolate 9206-BHL032417-GBD20545_17570-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTGTTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609494 Chironomus sp. water mite diet isolate 9222-BHL032417-GBD26160_11466-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGACTACTACCCCCGTCACTAACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609495 Chironomus sp. water mite diet isolate 9231-BHL032417-GBD25556_23385-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTTGTCCCTCTAATACTTGGAGCTCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTAACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609496 Chironomus sp. water mite diet isolate 9252-BHL032417-GBD14010_28404-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACCTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCCCTAATACTAGGAGCACCTGACATAGCTTTTCC

CCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609497 Chironomus sp. water mite diet isolate 9315-BHL032417-GBD25470_8686-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTAATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGTCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTCCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609498 Chironomus sp. water mite diet isolate 9327-BHL032417-GBD9837_5170-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTTATTTTTGGTGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCTGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCACTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609499 Chironomus sp. water mite diet isolate 9332-BHL032417-GBD18778_12446-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGCCGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTTACTTGTCCCCCTAATACTTGGTGCACCTGACATAGCTTTTCC

CCCAATAAATAATATAAGGTTCTGACTTTTACCCCCCTTTCTTACTCTACTACTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609500 Chironomus sp. water mite diet isolate 9334-BHL032417-GBD4807_18922-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTAGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCAAGTACATTAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609501 Chironomus sp. water mite diet isolate 9349-BHL032417-GBD9561_4911-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCCTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTATCTAGTTCTTTAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609502 Chironomus sp. water mite diet isolate 9353-BHL032417-GBD10748_3134-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAACTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTAGGAGCCCCAGATATGGCTTTCC

CTCGAATAAATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609503 Chironomus sp. water mite diet isolate 9364-BHL032417-GBD3680_14495-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTCGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCAACCCGGAACTTTCATTGGAGATGACCAACTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTCTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAACAATATAAGATTCTGACTTTTACCCCCCTTTCTTACTCTACTCCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609504 Chironomus sp. water mite diet isolate 9380-BHL032417-GBD28657_17509-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTCGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGTCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTAGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTTTACTATTATCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609505 Chironomus sp. water mite diet isolate 9397-BHL032417-GBD14901_22564-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAAAACTT

GGACGACGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAGTTGTCACAGCGCACGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609506 Chironomus sp. water mite diet isolate 9413-BHL032417-GBD22209_4963-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTACACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCACTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCATCTCTTACTCTACTTCTTTCTAGTACAATAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609507 Chironomus sp. water mite diet isolate 9439-BHL032417-GBD14996_16186-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACACTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTACATTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609508 Chironomus sp. water mite diet isolate 9525-BHL032417-GBD6014_19542-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACCTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAACTA

GGTCGGCCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAACTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609509 Chironomus sp. water mite diet isolate 9528-BHL032417-GBD4972_6953-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATACTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCAGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTGGTACCCCCCTTACTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609510 Chironomus sp. water mite diet isolate 9532-BHL032417-GBD27014_12262-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACATTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

ACGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACTCTACTTCTTTCAAGTACATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609511 Chironomus sp. water mite diet isolate 9537-BHL032417-GBD27118_20928-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCAGGCTAACACATCATCAATCTAGTGCTTGCGTAGAAAATGGAG

CTGAAAC

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609512 Chironomus sp. water mite diet isolate 9882-BHL040517-GBD14674_9901-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAGTAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCC

ACGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAATCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609513 Chironomus sp. water mite diet isolate 9892-BHL040517-GBD16965_13670-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTA

GGACGACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609514 Chironomus sp. water mite diet isolate 9907-BHL040517-GBD10787_10839-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCC

GAATTAGGACGACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCCCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609515 Chironomus sp. water mite diet isolate 9914-BHL040517-GBD25761_6973-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACATCTCACGCTTTTATTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609516 Chironomus sp. water mite diet isolate 9921-BHL040517-GBD22766_3332-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGAAGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTC

GAATAAACAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609517 Chironomus sp. water mite diet isolate 9941-BHL040517-GBD19796_5071-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACATCCTG

GTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTTATACC

AATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATA

ATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGCTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR756187, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609518 Chironomus sp. water mite diet isolate 9964-BHL040517-GBD22286_3119-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTGGTTACAGCTCGCGCATTTATTATAAT

TTTCTTTATAGTTATACCAACTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGC

TTTCCCACGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609519 Chironomus sp. water mite diet isolate 9976-BHL040517-GBD11442_26096-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTTGGAGCTTGATCGGGGATACTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATT

AGGACGACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609520 Chironomus sp. water mite diet isolate 9990-BHL040517-GBD27338_7543-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATACATTATTTTTGGGGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGC

AGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTACACATGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCACCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609521 Chironomus sp. water mite diet isolate 9993-BHL040517-GBD14315_23885-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCCTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAGTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATGAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609522 Chironomus sp. water mite diet isolate 9995-BHL040517-GBD18157_17385-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCT

GAATTAGGACATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGATTTTGACTTCTCCCCCCATCTTCAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609523 Chironomus sp. water mite diet isolate 9997-BHL040517-GBD26786_22292-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCATAGAAAATGAAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609524 Chironomus sp. water mite diet isolate 10001-BHL040517-GBD24532_5803-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609525 Chironomus sp. water mite diet isolate 10003-BHL040517-GBD10744_12621-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATACGAGCAGAACTT

GGACGACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609526 Chironomus sp. water mite diet isolate 10031-BHL040517-GBD16466_28424-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGTTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCGAGAAGTATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609527 Chironomus sp. water mite diet isolate 10041-BHL040517-GBD11868_6804-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTCATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609528 Chironomus sp. water mite diet isolate 10049-BHL040517-GBD21549_17353-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGTATAGTAGGAACTTCCCTTAGAATATTCATTCGAGCA

GAATTAGGACGTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTACTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609529 Chironomus sp. water mite diet isolate 10054-BHL040517-GBD8885_4422-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATACTTCACTTTTGGTGACTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGC

TGAACTAGGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTGCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609530 Chironomus sp. water mite diet isolate 10058-BHL040517-GBD21433_8696-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609531 Chironomus sp. water mite diet isolate 10062-BHL040517-GBD25870_6196-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGTGCTTGATCCGGAATAGTTGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGATTTTATTATAATTTTTTTC

TTAGGTATACCAGTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACCTGACATAGCTTTTAC

TCGAATAAATAATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609532 Chironomus sp. water mite diet isolate 10070-BHL040517-GBD15794_5348-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTC-

TATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609533 Chironomus sp. water mite diet isolate 10072-BHL040517-GBD18768_9919-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCTTAATACTTGGAGCGCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACCCTTCTTCTATCAAGATCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609534 Chironomus sp. water mite diet isolate 10075-BHL040517-GBD16126_23758-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTGTATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATCAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609535 Chironomus sp. water mite diet isolate 10077-BHL040517-GBD13009_27260-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609536 Chironomus sp. water mite diet isolate 10084-BHL040517-GBD23057_11924-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGA

GCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTAT

AATTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACAT

AGCTTTCCCCCGTATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTTTTTCTAGTTCAATTGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID JF412084, identified in GenBank as 

Chironomus javanus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609537 Chironomus sp. water mite diet isolate 10089-BHL040517-GBD17723_13020-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609538 Chironomus sp. water mite diet isolate 10090-BHL040517-GBD7589_19412-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGCGGGAACTTCATTAAGAATGCTTATTCGAGC

AGAATTAGGACGTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTCGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609539 Chironomus sp. water mite diet isolate 10091-BHL040517-GBD9128_11815-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCT

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609540 Chironomus sp. water mite diet isolate 10111-BHL040517-GBD13682_20647-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGGGCTCCTGATATAGCT

TTTCCGCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCGATAGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609541 Chironomus sp. water mite diet isolate 10119-BHL040517-GBD21173_26370-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTA

GGACACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCCAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609542 Chironomus sp. water mite diet isolate 10127-BHL040517-GBD12590_25997-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGC

AGAATTAGGACGACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTCTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCCTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609543 Chironomus sp. water mite diet isolate 10157-BHL040517-GBD24777_17059-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGACTAGTGGGAACTTCATTAAGAATGCCTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGCGATGACCAAATTTATAATGTTGTGGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTACCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCATACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609544 Chironomus sp. water mite diet isolate 10191-BHL040517-GBD16639_10762-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTATTTGAGCAGAATTA

GGACGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTCTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTACATTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609545 Chironomus sp. water mite diet isolate 10200-BHL040517-GBD2056_17482-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGATATAGCTTTCC

CACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609546 Chironomus sp. water mite diet isolate 10204-BHL040517-GBD21322_6299-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATTGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCACGCTTACTCAGCTTCTTTCTAGTACGTGCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609547 Chironomus sp. water mite diet isolate 10207-BHL040517-GBD17602_15401-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTT

TATAGTTATACCTATTTTAATTGGGGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609548 Chironomus sp. water mite diet isolate 10213-BHL040517-GBD10755_12980-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTTTAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGTGCACCTGACATAGCCTTTCCT

CGAATAAATAATATAAGTTTTTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCCTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609549 Chironomus sp. water mite diet isolate 10218-BHL040517-GBD22579_20802-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTA

GAATTAGGACACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAGTAGTTACAGCTCGCGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCCTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609550 Chironomus sp. water mite diet isolate 10219-BHL040517-GBD18068_2060-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTATTCGAGCAGAATT

AGGACGACCCGGATCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTACTATCTAGATCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609551 Chironomus sp. water mite diet isolate 10220-BHL040517-GBD6203_19392-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTTCCTCGAATAAATAACATAAGATTTTGACTACTCCCACCATCTTTAACTCTACTTCTTTCTAGTACATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609552 Chironomus sp. water mite diet isolate 10223-BHL040517-GBD25415_15703-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGTTTATTTGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTACAATAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609553 Chironomus sp. water mite diet isolate 10230-BHL040517-GBD10718_24724-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTATTTGAGCAGAATT

AGGACGACCGGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCATTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609554 Chironomus sp. water mite diet isolate 10240-BHL040517-GBD18048_7588-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATCGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCA

TTTCCCCGAATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609555 Chironomus sp. water mite diet isolate 10292-BHL040517-GBD5523_16404-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGATCTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCTTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCT

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACCCTTCTTCTATCTAGTTCATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609556 Chironomus sp. water mite diet isolate 10302-BHL040517-GBD18487_21985-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTCGGTGTCTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATCCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGTCATAGCTTTTCC

TCGAATAAATGATATAAGTTTCTGACTTTTACCCCCCGCTCTTACTCTACTTCATTCTAGTTCTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609557 Chironomus sp. water mite diet isolate 10304-BHL040517-GBD25564_14256-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGAACCGGATCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTATCTAGTTCTTTCATAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609558 Chironomus sp. water mite diet isolate 10311-BHL040517-GBD3017_13324-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATGTTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGCTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTCTGACTACTACCACCTCCACTAATCCTATTAGCTTC-TTCTGCTGC---

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609559 Chironomus sp. water mite diet isolate 10313-BHL040517-GBD22757_27424-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAGTATACTTATTCGAGCCGAATTA

GGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTAGTTGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609560 Chironomus sp. water mite diet isolate 10333-BHL040517-GBD29135_12681-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

CGGTCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609561 Chironomus sp. water mite diet isolate 10343-BHL040517-GBD19377_2814-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

AAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCCCCTGATATAGCT

TTTCCGCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609562 Chironomus sp. water mite diet isolate 10361-BHL040517-GBD23503_25509-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGTCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCTCCTAATACTTGGAGCACCTGACATAGCATTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCACTAACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609563 Chironomus sp. water mite diet isolate 10383-BHL040517-GBD23244_7580-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCTCACTTACTCTACTACTTTCTAGTTCTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609564 Chironomus sp. water mite diet isolate 10399-BHL040517-GBD16629_7352-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATCGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTCGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCTTACACTTCATCAATCTAGTGCTTGCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609565 Chironomus sp. water mite diet isolate 10405-BHL040517-GBD16250_9553-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609566 Chironomus sp. water mite diet isolate 10414-BHL040517-GBD20098_6098-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCG

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609567 Chironomus sp. water mite diet isolate 10417-BHL040517-GBD25237_25566-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

AAATTAGGACATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCATGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGATTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTACATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609568 Chironomus sp. water mite diet isolate 10421-BHL040517-GBD2038_15000-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTTGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATACCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTTTTACCACCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCATAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609569 Chironomus sp. water mite diet isolate 10426-BHL040517-GBD21175_23998-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

AAATTAGGACGTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATGTAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609570 Chironomus sp. water mite diet isolate 10433-BHL040517-GBD25799_23790-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATACTTGGAGCACCCGACATAGCT

TTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609571 Chironomus sp. water mite diet isolate 10461-BHL040517-GBD18952_3910-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCCTACCCTACTTCTTTCTACTGCTGCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609572 Chironomus sp. water mite diet isolate 10467-BHL040517-GBD26850_15814-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGTCCCGGAACTTTCATTGGAGGTGACCAAATTTATAATGTTATAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTAGTTCCCCTAATACTTGGAGCGCCAGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609573 Chironomus sp. water mite diet isolate 10470-BHL040517-GBD16047_14460-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTA

GGACATCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609574 Chironomus sp. water mite diet isolate 10478-BHL040517-GBD18123_27453-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAACT

AGGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTTCCCCCCTCTCTAACTCTTCTTCTTTCTAGTACATTCGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609575 Chironomus sp. water mite diet isolate 10479-BHL040517-GBD8708_4271-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCATAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609576 Chironomus sp. water mite diet isolate 10492-BHL040517-GBD29649_15099-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACATCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCTATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATAGCC

TCCCCTCGAATAAATAATATAAGTTTTTGACTACTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609577 Chironomus sp. water mite diet isolate 10503-BHL040517-GBD11276_2642-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGTGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGTTAATTCGAGCTGAATTA

GGACAACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609578 Chironomus sp. water mite diet isolate 10504-BHL040517-GBD13307_5341-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATGGGTACAGCTCATGCATTTATTATAATTTTTTT

CGTAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAGAATGGAGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609579 Chironomus sp. water mite diet isolate 10505-BHL040517-GBD2575_16617-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCTGAATTA

GGACAACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTCTACCCCCTTCTCTAACCCTACTACTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609580 Chironomus sp. water mite diet isolate 10506-BHL040517-GBD28723_19737-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTATTCGAGCAGAATTA

GGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTATCATAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609581 Chironomus sp. water mite diet isolate 10507-BHL040517-GBD5779_21621-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTCGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATACGAGCAGAACT

TGGACGACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTT

TATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGAACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609582 Chironomus sp. water mite diet isolate 10509-BHL040517-GBD22712_21331-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609583 Chironomus sp. water mite diet isolate 10513-BHL040517-GBD26006_21056-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACCTCATTAAGTATATTAATTCGAGCAGAATTA

GGACGACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTCTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609584 Chironomus sp. water mite diet isolate 10519-BHL040517-GBD9753_14761-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCAGAATT

ATGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATTGTTATACCAATTTTAATTGGAGGATTCGGAAACTGAATAGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTACTTTCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609585 Chironomus sp. water mite diet isolate 10528-BHL040517-GBD23644_22796-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGTCCCGGAACTTTCATTGGAGATGACCAAATTCATAATGTTGTAGTTACTGCTTATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTAGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTACATTCATAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609586 Chironomus sp. water mite diet isolate 10556-BHL040517-GBD2745_19039-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGAGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATATTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTTCC

TCGAATAATTAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTACTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609587 Chironomus sp. water mite diet isolate 10565-BHL040517-GBD13948_27935-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609588 Chironomus sp. water mite diet isolate 10568-BHL040517-GBD22117_13991-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCCTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609589 Chironomus sp. water mite diet isolate 10579-BHL040517-GBD25076_13269-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTGGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGACCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATAGTTACTGCTCATGCTTTTATTATAAT

TTTTTTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGACATAGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609590 Chironomus sp. water mite diet isolate 10582-BHL040517-GBD26962_16221-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCTGGAACATTCATAGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGCGCCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609591 Chironomus sp. water mite diet isolate 10586-BHL040517-GBD28494_11562-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAAAATT

AGGACGAGCCGGAACTTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609592 Chironomus sp. water mite diet isolate 10592-BHL040517-GBD17959_25978-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCTGAATT

AGGACGAACCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCCATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTTCTACTTTCTAGTAGTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609593 Chironomus sp. water mite diet isolate 10613-BHL040517-GBD14080_11700-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACTTTTTATATTATTTTTGGTGCTTGATCAGGAATAGTAGGTACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATACAAGTTTTTGACCTCGCCCCTCAACTTTAACACTTCATCAATCTAGTGCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609594 Chironomus sp. water mite diet isolate 10620-BHL040517-GBD27311_12309-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGCTTGATCCGGTATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATTA

GGACGACCCGGTACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCTCTAATATTTGGAGCACCAGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCTTCACTTACTCTTCTACTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609595 Chironomus sp. water mite diet isolate 10622-BHL040517-GBD29014_13617-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGAAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGAAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTAACTCTACAACTATCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609596 Chironomus sp. water mite diet isolate 10658-BHL040517-GBD24601_22374-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAACGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTAATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTAACTCTACTACTTTCTAGTTCATTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609597 Chironomus sp. water mite diet isolate 10660-BHL040517-GBD6138_22256-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACTCTACTACTTTCTAGTACAATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609598 Chironomus sp. water mite diet isolate 10662-BHL040517-GBD19572_20974-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATCCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609599 Chironomus sp. water mite diet isolate 12050-BHL040517-GBD16269_13320-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCT

GAATTAGGTCACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGATCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTCTTGACTTCTTCCCCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609600 Chironomus sp. water mite diet isolate 12070-BHL040517-GBD26142_15418-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGCTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609601 Chironomus sp. water mite diet isolate 12089-BHL040517-GBD15524_11889-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACACTATTTCTGGGACTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGAACAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTTTAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609602 Chironomus sp. water mite diet isolate 12101-BHL040517-GBD17859_3717-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAGCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCATTTCC

TCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609603 Chironomus sp. water mite diet isolate 12102-BHL040517-GBD16515_4533-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACGTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACATCATTAAGAATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAAGTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTTC

CTCGAATAAACAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609604 Chironomus sp. water mite diet isolate 12105-BHL040517-GBD8308_18984-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACACTATACTTTATTTTTGGAACTCGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCT

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTACACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGATCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609605 Chironomus sp. water mite diet isolate 12107-BHL040517-GBD7843_9308-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTTCCTTTAATATTAGGAGCCCCAGATATGGCC

TTCCCTCGAATAAATAATAAAAGATTTTGACTACTCCCCCCATCTTTAACATTACTTCTTTCTAGTTCAATCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609606 Chironomus sp. water mite diet isolate 12115-BHL040517-GBD24323_6075-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCTCTAATGCTTGGAGCACATGACATAGCTTTTCC

ACGAATAAATAATATAAGTTTCTGACTGTTACCCCCCTCTCTTACTCAACTACTATCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609607 Chironomus sp. water mite diet isolate 12121-BHL040517-GBD17843_19969-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCT

GAATTAGGTCACCCAGGAACTTTAACTGGAGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCTTTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609608 Chironomus sp. water mite diet isolate 12124-BHL040517-GBD14782_4927-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCCAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609609 Chironomus sp. water mite diet isolate 12133-BHL040517-GBD9211_19362-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTACAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTAATACCTATTTTAATTGGGGAATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCA

TTTCCTCGAATAAATAATATAAGTTTTAGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609610 Chironomus sp. water mite diet isolate 12138-BHL040517-GBD20984_27653-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTTGGTAATTGATTACTACCTCTAATATTAGGAGCCCCTGATATAACAT

TTCCTCGAATAAATAATATAAGATTTTGATTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609611 Chironomus sp. water mite diet isolate 12140-BHL040517-GBD19763_17372-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCTTTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCTTTTAATATTAGGAGCTCCAGATATAGCCT

TCCCTCGAATAAATAATATAAGATTTTGACTTCTCCCCCCATCTTTAACCCTTTTTCTTTCTAGTTCATTTGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609612 Chironomus sp. water mite diet isolate 12147-BHL040517-GBD8964_19142-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGAAGCACCTGACATAGCTTTTCC

TAGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609613 Chironomus sp. water mite diet isolate 12154-BHL040517-GBD25268_5294-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCGGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTGTAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTC

CTCGAATAAATAATACAAGATTTTGACTTTTA-

CCCCCTCCCTTAACATTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609614 Chironomus sp. water mite diet isolate 12159-BHL040517-GBD21771_11617-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAGTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTCTTTGACTTTTACCCCCTTCTTTAACTTTACTTCTTTCTAGATCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609615 Chironomus sp. water mite diet isolate 12164-BHL040517-GBD20995_22929-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCGGATCTT

GGACGACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTT

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609616 Chironomus sp. water mite diet isolate 12167-BHL040517-GBD21252_3092-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACCTCTTTAAGTATGCTAATTCGAGCAGAACTT

GGACGACATGGTACTTTTATTGGAGATGACCAAATCTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609617 Chironomus sp. water mite diet isolate 12169-BHL040517-GBD14974_19719-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGATATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGGAAACTAACTTGT-

CCCATAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACTC

TACTACTATCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609618 Chironomus sp. water mite diet isolate 12174-BHL040517-GBD17315_22665-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACCTCTTTAAGTATATTAATTCGAGC

CGAACTTGGCCATCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATCTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGATCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609619 Chironomus sp. water mite diet isolate 12175-BHL040517-GBD24983_16674-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTCTGGGGCTTCACCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTTCTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTAGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTGACTCATCTTCTTTCTAGTACTTTCGTAGAAAATGGAG

CTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609620 Chironomus sp. water mite diet isolate 12195-BHL040517-GBD12876_26079-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGA

ATACTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACA

TGGTTTTATTATAATTTTTTTTATAGTTATACCTATTTTAATTGGATGATTTGGAAATTGACTTGTACCTCTTATATTAGGA

GCCCCTGATATAGCTTTTCCTCGAATAAACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTC

AATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID GU944724, identified in GenBank 

as Chironomus circumdatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609621 Chironomus sp. water mite diet isolate 12197-BHL040517-GBD4880_13488-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGCTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGATATAGCATTTC

CTCGAATAAATAAAATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTGCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609622 Chironomus sp. water mite diet isolate 12211-BHL040517-GBD25259_25301-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGCATGCTTATTCGAGCAGAATT

AGGACGAACAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CTCGACTAAATAATATAAGTTTCTTACTTTTACCCCCCACTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609623 Chironomus sp. water mite diet isolate 12220-BHL040517-GBD19768_14970-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTA

GGTCACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACAGCTCATACTTTTTTTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGGGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609624 Chironomus sp. water mite diet isolate 12223-BHL040517-GBD3457_20840-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACGTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTTATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTTGCTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAAAAAATGGGGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609625 Chironomus sp. water mite diet isolate 12238-BHL040517-GBD14760_23246-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGATGAATTA

GGTCACCCAGGAACTTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGAAGGATTCGGAAACTGACTTGTCCCCCTAATACTTAGAACACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609626 Chironomus sp. water mite diet isolate 12253-BHL040517-GBD24434_14820-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCTTTAGAATATTAATTCGAGCA

AAATTAGGACATCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGATTTCTCCCCCCATCTTTAACTCTTTTACTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609627 Chironomus sp. water mite diet isolate 12263-BHL040517-GBD8124_22916-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAATAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCGTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCACTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609628 Chironomus sp. water mite diet isolate 12264-BHL040517-GBD12059_7096-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACGTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGTAGCACCAGATATAGCTTTCCC

ACGATTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609629 Chironomus sp. water mite diet isolate 12268-BHL040517-GBD25232_7134-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAAGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATCTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCT

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAATTCTTTTACTTTCAAGTTCTATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609630 Chironomus sp. water mite diet isolate 12272-BHL040517-GBD8671_23795-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACACTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609631 Chironomus sp. water mite diet isolate 12273-BHL040517-GBD11339_11257-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACATTATATTTTATTTTTGGAGCTTGATCAGGTATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCC

GCACTTGGCCATCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTATTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATGAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609632 Chironomus sp. water mite diet isolate 12279-BHL040517-GBD16651_2382-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAACGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGGTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGCTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609633 Chironomus sp. water mite diet isolate 12281-BHL040517-GBD25724_14138-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGTATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCTTTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTACTCCCCCCATCATTAACACTTTTTCTTTCTAGTTCATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609634 Chironomus sp. water mite diet isolate 12288-BHL040517-GBD26454_6921-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGCTCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGATGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAAAAAATAATATAAGTGTCTGACTTTTACCCCCCACTCTTACTCATCTACTTTCTAGTTCTTTCGTAGAAAATGGCGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609635 Chironomus sp. water mite diet isolate 12291-BHL040517-GBD3032_12356-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAACTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCA

TTTCCTCGAATAAATAATATAAGATTTTGACTTTTACCCCCTTCCTTAACATTACTTCTTTCTAGTTCTATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609636 Chironomus sp. water mite diet isolate 12299-BHL040517-GBD7541_22684-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTA

GGACACCCAGGAACTTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATACGGAAACTGACTTGTTCCCCTAATGCTTGGAGCACATGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609637 Chironomus sp. water mite diet isolate 12301-BHL040517-GBD12687_18192-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGACTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

CCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTATCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609638 Chironomus sp. water mite diet isolate 12308-BHL040517-GBD25424_17514-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGGACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTCTCCCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCTCCTAATACTTGGAACACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCGTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609639 Chironomus sp. water mite diet isolate 12311-BHL040517-GBD27489_16912-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCTGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGTAGTTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCC

TCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609640 Chironomus sp. water mite diet isolate 12322-BHL040517-GBD24059_25224-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AAGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTGATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCACTTACCCATCTTCTATCTAGATCATTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609641 Chironomus sp. water mite diet isolate 12324-BHL040517-GBD26839_23827-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATTCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGTACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTGTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609642 Chironomus sp. water mite diet isolate 12328-BHL040517-GBD18073_24778-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACCTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCGGATAAAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609643 Chironomus sp. water mite diet isolate 12329-BHL040517-GBD10227_21132-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGTATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATGGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609644 Chironomus sp. water mite diet isolate 12343-BHL040517-GBD13480_8784-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGAACAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGGCATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCTCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609645 Chironomus sp. water mite diet isolate 12344-BHL040517-GBD28059_10714-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGTACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTCCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609646 Chironomus sp. water mite diet isolate 12354-BHL040517-GBD27040_7213-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGCAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCTGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTAATACCAGTTTTAATTGGAGGATTCGGAAACTGATTTGTACCCCTAATACTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTGGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609647 Chironomus sp. water mite diet isolate 12355-BHL040517-GBD3349_9093-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTCCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCC

CTCGTCTTAATAATTTAAGTTTCTGGCTTCTTCACCCAGCTTTAACCCTTCTT-

TTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609648 Chironomus sp. water mite diet isolate 12356-BHL040517-GBD4970_18887-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAGTGTTGTAGTTACTGCACATGCTTTTATTATAATTTTCTT

TATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCC

TCAAATAAACAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609649 Chironomus sp. water mite diet isolate 12364-BHL040517-GBD28785_14026-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATAGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTCTACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGATCACCAGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTACTACTTTCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609650 Chironomus sp. water mite diet isolate 12386-BHL040517-GBD21623_19146-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAATT

AGTACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACACTTCATCATGCTAGTTCTTTCGTAGAAAATGGAGC

TGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609651 Chironomus sp. water mite diet isolate 12418-BHL040517-GBD16640_16587-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTT

GGACGACCTGGAATTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTCCCACTAATACTGGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609652 Chironomus sp. water mite diet isolate 12419-BHL040517-GBD20276_10804-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTTTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAATTGGAGGGTGCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCATTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609653 Chironomus sp. water mite diet isolate 12421-BHL040517-GBD5635_6172-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCCCTAATATTGGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609654 Chironomus sp. water mite diet isolate 12426-BHL040517-GBD10605_4100-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCCGAATAGTGGGAACTTCATTAAGCATACTTATTCGAGCAAAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCTC

ATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAGGCTTCTGACTTTTATCCCCCTCTCTTACTCTTCTTCGTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609655 Chironomus sp. water mite diet isolate 12430-BHL040517-GBD11800_3162-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACATTATATTTTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCT

GAATTAGGACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCTCCAGATATGGCT

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCAATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW609656 Chironomus sp. water mite diet isolate 12431-BHL040517-GBD25441_5489-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCTTTTAGTATATTAATTCGAGCA

GAATTAGGACACCCTGGAATTTTAATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609657 Chironomus sp. water mite diet isolate 12440-BHL040517-GBD11653_16331-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAATTGGGGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATGAGCTTCTGATTTTTACCCCCATCTCTTACACTACTTCTGTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609658 Chironomus sp. water mite diet isolate 12443-BHL040517-GBD6320_8262-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAACACCAGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTACTACCATCTAGTACACTCATAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609659 Chironomus sp. water mite diet isolate 12444-BHL040517-GBD24811_16294-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACCTGATCAGGAATAGTAGGAACTTCCCTTAGAATACTAATTCGAGC

AGAATTAGGACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCATGCATTTATTATAAT

TTTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCCTCTTTAACTCTTTTTCTTTCTAGTACATTAGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609660 Chironomus sp. water mite diet isolate 12446-BHL040517-GBD6204_11805-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTATGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAACACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTACTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609661 Chironomus sp. water mite diet isolate 12449-BHL040517-GBD12610_22269-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGTGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTCTCATTGAAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTGTAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATCTGGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609662 Chironomus sp. water mite diet isolate 12462-BHL040517-GBD12498_28645-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAATAGGTACTTCTTTAAGTATGCTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCTTTTAATATTAGGAGCACCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTGCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609663 Chironomus sp. water mite diet isolate 12467-BHL040517-GBD7695_24736-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCGCCCCCCATCTTTAACACATTTTCTATATAGTGCATTAGTAGAAAAT

GGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609664 Chironomus sp. water mite diet isolate 12471-BHL040517-GBD10836_12757-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCCTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCATCTCTTTCTCAACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609665 Chironomus sp. water mite diet isolate 12477-BHL040517-GBD11991_11288-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGATGATTCGGATACTGACATGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609666 Chironomus sp. water mite diet isolate 12483-BHL040517-GBD16361_10366-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609667 Chironomus sp. water mite diet isolate 12486-BHL040517-GBD16979_2101-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAATTGGAGGATTCGGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTC

CTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609668 Chironomus sp. water mite diet isolate 12487-BHL040517-GBD8813_26484-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGCTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGCATAAATAATATAAGCTTCTGACTTTTTCCCCCCTCTCTTACTCAACCTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609669 Chironomus sp. water mite diet isolate 12490-BHL040517-GBD10909_17494-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCCGGAACTTTTATTGGTGATGCCCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATGATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATAGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGATCATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609670 Chironomus sp. water mite diet isolate 13577-BHL040517-GBD20247_22513-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTCGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCGTTTACTTCCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609671 Chironomus sp. water mite diet isolate 13594-BHL040517-GBD7002_22965-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTGTTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTGGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACTCTTCTTCTTTCTAGATCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609672 Chironomus sp. water mite diet isolate 13618-BHL040517-GBD12533_25567-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGTTTATTCGAGCAGAATTA

GGACAACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCACTAACTCTACTTCTATCTAGATCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609673 Chironomus sp. water mite diet isolate 13620-BHL040517-GBD28793_19596-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATCTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGAAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACGCTTTTACTTTCAAGTAGAGTAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609674 Chironomus sp. water mite diet isolate 13622-BHL040517-GBD2580_17309-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTC

GGTCACGCTGGTTCCTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609675 Chironomus sp. water mite diet isolate 13641-BHL040517-GBD16614_9468-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGCTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATGCCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATATCTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTACTACTTTCTAGATCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609676 Chironomus sp. water mite diet isolate 13654-BHL040517-GBD7726_20389-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATTCTTATTCGAGCAGAATTA

GGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTTTTCTTCTTTCTAGAACTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609677 Chironomus sp. water mite diet isolate 13664-BHL040517-GBD5591_15135-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTAATTCGAGCAGAATT

AGGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTACTTCTATCTAGAACTTTAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609678 Chironomus sp. water mite diet isolate 13666-BHL040517-GBD25658_12449-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGGAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGAACATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609679 Chironomus sp. water mite diet isolate 13677-BHL040517-GBD25117_6850-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGTCACAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCTAACTCAGCTACTTTCTAGAACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609680 Chironomus sp. water mite diet isolate 13679-BHL040517-GBD12702_8364-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCTCTCCTACACGACATCTGTCTAGTTCTTGCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609681 Chironomus sp. water mite diet isolate 13681-BHL040517-GBD16054_21912-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGTTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTTCTACTTTCTAGAACAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609682 Chironomus sp. water mite diet isolate 13712-BHL040517-GBD7647_10992-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGTTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGATTTTATTATATTTTTTTT

CATAATTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGTAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGAACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609683 Chironomus sp. water mite diet isolate 13722-BHL040517-GBD16354_27251-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACCACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTCATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAGGTTTCTGACTTTTACCCCCCTCACTAACTCTACTACTTTCTAGATCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609684 Chironomus sp. water mite diet isolate 13723-BHL040517-GBD24974_13294-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGTTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTTCTACTTTCTAGTACAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609685 Chironomus sp. water mite diet isolate 13732-BHL040517-GBD13063_27661-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTATATTTTATTTTTGGAGCATGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCATCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609686 Chironomus sp. water mite diet isolate 13743-BHL040517-GBD28850_11978-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTTGGGGCTTGATCCGGAATAGTGGGCCCTTCATTAAAACTGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTGACTCTTCTTCTTTCTAGATCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609687 Chironomus sp. water mite diet isolate 13745-BHL040517-GBD12880_28388-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTGGGGGCTTGATCCGGCATAGTGGGAACTTCATTAAGAATTCTTACTCGAGCAGAATT

AGGAGGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTACTTCGATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609688 Chironomus sp. water mite diet isolate 13761-BHL040517-GBD23714_22831-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTTCTTCTATCTAGAACATTCGTAGAGAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609689 Chironomus sp. water mite diet isolate 13784-BHL040517-GBD18323_14350-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

ATGACGACCCGGAACTTTCCTTGGAGATGACCAAATTTATAATGTTCTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCA

CGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTACTACTTTCTAGTGCTGTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609690 Chironomus sp. water mite diet isolate 13787-BHL040517-GBD25742_11108-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGTTTATTCGAGCAGAATT

AGGACGACCCGGATCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGAAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATCACCCCCTTCTCTTACCCTACTTCTTTCTAGATCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609691 Chironomus sp. water mite diet isolate 13788-BHL040517-GBD26152_12670-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGACTAGTACCCCCCTCACTAACTCTACTACGTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609692 Chironomus sp. water mite diet isolate 13791-BHL040517-GBD22401_19309-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CCTAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCTCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTAACCCTTCTTCTTTCTAGATCATCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609693 Chironomus sp. water mite diet isolate 13802-BHL040517-GBD22121_18560-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACT

AGGACATCCCGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCATTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGATCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609694 Chironomus sp. water mite diet isolate 13805-BHL040517-GBD24361_12564-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCAGTAAAAATCCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAGTGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609695 Chironomus sp. water mite diet isolate 13811-BHL040517-GBD22338_13150-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGTAGAATTA

GGACGACCAGGAACTTTCCTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTCC

ACGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTACTTCTTTCTAGTGCTGTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609696 Chironomus sp. water mite diet isolate 13812-BHL040517-GBD26409_14942-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGTATGCTTACTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609697 Chironomus sp. water mite diet isolate 13827-BHL040517-GBD17779_8045-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTTGGTACTTCATTAAATATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCATAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCATCGCTTACTCAGCTTCTTGCGAGAACGTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609698 Chironomus sp. water mite diet isolate 13837-BHL040517-GBD4615_20467-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAGCTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTAGGAGCGCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTACTACTATCTAGATCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609699 Chironomus sp. water mite diet isolate 13844-BHL040517-GBD7854_9713-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACAACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTAATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

ACGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACTCTACTTCTTTCTAGAACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609700 Chironomus sp. water mite diet isolate 13854-BHL040517-GBD24885_10914-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCCTGATCAGGAATAGTGGGCACTTCTTTAAGAATTCTTACTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTCCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609701 Chironomus sp. water mite diet isolate 13868-BHL040517-GBD17601_10811-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTACTCGAGTAGAATT

AGGACGACCCGGAACTTTCTTTGGAGATAACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGAATTGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTACTTTCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609702 Chironomus sp. water mite diet isolate 13872-BHL040517-GBD17565_21542-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

CGGACGACCCGGTACTTTCATTGGAGATGATCAAATTTATAATGTAGTTGTTACTGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609703 Chironomus sp. water mite diet isolate 13878-BHL040517-GBD16027_24530-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGATCTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGTTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTTTCCCCCTAATATTTGGAGCACCTGACATAGCTTTTCCA

CGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTACTACTTTCAAGAACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609704 Chironomus sp. water mite diet isolate 13879-BHL040517-GBD14803_16892-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

CATAGTAATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTACCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTACATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609705 Chironomus sp. water mite diet isolate 13888-BHL040517-GBD25739_7462-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTATACTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACCCTACTTCTTTCTAGATCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609706 Chironomus sp. water mite diet isolate 13889-BHL040517-GBD23664_4335-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGTCGACCCGGCACTTTCATTGGAGAAGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTACTACTATCTAGATCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609707 Chironomus sp. water mite diet isolate 13894-BHL040517-GBD28677_12122-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTACTCGAGCAGAATT

AGGACCACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609708 Chironomus sp. water mite diet isolate 13913-BHL040517-GBD23494_14833-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCACTAATACTTGGAGCACCTGATATGGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCCCTAACACTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609709 Chironomus sp. water mite diet isolate 13917-BHL040517-GBD24120_10312-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCTGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTCTACCCCCCTCACTTACTCTACTACTTTCTAGATCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609710 Chironomus sp. water mite diet isolate 13921-BHL040517-GBD8796_8576-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGATATTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTATTACCCCCCTCACTTACTCTACTACTGTCTAGATCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609711 Chironomus sp. water mite diet isolate 13929-BHL040517-GBD2635_13714-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCTCCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCACTTACTCTACTTCTATCAAGATCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609712 Chironomus sp. water mite diet isolate 13933-BHL040517-GBD21498_3069-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGATTAGTGGGTACTTCATTAAAAATTCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTCCCT

CGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACCCTACTTCTTTCTAGATCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609713 Chironomus sp. water mite diet isolate 13938-BHL040517-GBD14514_23351-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

ACGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACTCTACTTCTTTATAGTTCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609714 Chironomus sp. water mite diet isolate 13943-BHL040517-GBD18510_17708-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTAAGTATGCTTACTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCTCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCACTCTTACTCAGCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609715 Chironomus sp. water mite diet isolate 13944-BHL040517-GBD25657_20858-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGTAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATATTAATTGGAGGATTCGGAAACTGACTTGTACCCCTAATACTTGGAGCACCTGACATAGCCTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACCCTACTTCTTTCTAGAGCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609716 Chironomus sp. water mite diet isolate 13955-BHL040517-GBD23730_18328-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCTAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCTCTAACACGGCTTCGTACTAGAACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609717 Chironomus sp. water mite diet isolate 13970-BHL040517-GBD24457_25868-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTA

GGACACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCGCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609718 Chironomus sp. water mite diet isolate 13976-BHL040517-GBD10284_22244-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACACTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATGGTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTC

CCCGAATAAACAATATAAGAGTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609719 Chironomus sp. water mite diet isolate 13979-BHL040517-GBD16123_14783-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATTCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AAGACGACCCGGAACTTTCATTGGAGACGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

GCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTTTCAAGATCAATAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609720 Chironomus sp. water mite diet isolate 14017-BHL040517-GBD9467_14704-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTACATTAATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTACTGACTTTTACCCCCCTCTCTTAATCTACATCTGTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609721 Chironomus sp. water mite diet isolate 14020-BHL040517-GBD21851_11986-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATGCTTATCCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAACTTATAATGTTGTAGTTACTGTACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609722 Chironomus sp. water mite diet isolate 14026-BHL040517-GBD19963_22427-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGACGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTATAATTGGTGGATTCGAAAACTGACTTGTCCCCCTAGTACATGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTGCCCCCCTCTCTTACGCGTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609723 Chironomus sp. water mite diet isolate 14030-BHL040517-GBD13584_28918-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGCTCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTATAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609724 Chironomus sp. water mite diet isolate 14031-BHL040517-GBD11186_23597-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATACTTATTCGAGCAAAATTA

GGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAATTATACCAATTATAATTGGAGGATTTGGAAATTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609725 Chironomus sp. water mite diet isolate 14042-BHL040517-GBD2963_12466-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTAACATAGCTTTTCC

TCGAATAAATAATATAAGAGTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609726 Chironomus sp. water mite diet isolate 14043-BHL040517-GBD10602_19469-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATC

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACAGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCACCTAATACTTGGAGCTCCTGTCATAGCTTTTCC

TCGAATAAAAAATATAAGTGTCTGACTTTTACCCCCCTCTCCTACTCTGCCTCTTTCTAGTTCGTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609727 Chironomus sp. water mite diet isolate 14071-BHL040517-GBD6033_21266-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGTGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAACAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCGATAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609728 Chironomus sp. water mite diet isolate 14073-BHL040517-GBD23098_17043-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGTAGCACCTGACACAGCTTGAC

CTCGAATAAATAATATAAGTTTCTGATTATTACCCCCCGCTCCTACTCTTCTTCATTCTAGTTCTTTCGTAGAAAATGGCGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609729 Chironomus sp. water mite diet isolate 14075-BHL040517-GBD13382_8002-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGTCCTGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTCCCACTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCATCTCTTACTCTACTTCTTTCTAGTACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609730 Chironomus sp. water mite diet isolate 14079-BHL040517-GBD25646_20416-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGTATAGTGGGAACTTCCTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTAACCCTACTACTAACTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609731 Chironomus sp. water mite diet isolate 14094-BHL040517-GBD14727_1965-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGACTGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTCGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCACTTACTCTTCTTCTATCTAGTTCTGTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609732 Chironomus sp. water mite diet isolate 14095-BHL040517-GBD26122_18638-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTA

GGACGACCAGGAACTTTTATTGGAGACAACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609733 Chironomus sp. water mite diet isolate 14101-BHL040517-GBD18078_16849-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTATCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609734 Chironomus sp. water mite diet isolate 14110-BHL040517-GBD23263_22417-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGAGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATTCTTATTCGAGCAGAATTA

GGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTAACTCTTCTACTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609735 Chironomus sp. water mite diet isolate 14113-BHL040517-GBD13052_7756-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTCGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCTCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCCTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609736 Chironomus sp. water mite diet isolate 14118-BHL040517-GBD4787_15599-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATCCGAGCTGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCACTTACTCTACTACTAGCTAGTACTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609737 Chironomus sp. water mite diet isolate 14124-BHL040517-GBD25958_14139-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTTTTGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCCCTAATACTTGAAGCACCTGATATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTACTATCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609738 Chironomus sp. water mite diet isolate 14125-BHL040517-GBD10416_17970-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACTACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAACTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTAACCCTTCTTCTATCTAGTACATTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609739 Chironomus sp. water mite diet isolate 14127-BHL040517-GBD9066_7891-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCCCTAATATTTGGAGCACCTGACACAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609740 Chironomus sp. water mite diet isolate 14129-BHL040517-GBD19001_7753-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTTTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTTGAGATGACCAAATTTATAATGTTGTGGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609741 Chironomus sp. water mite diet isolate 14134-BHL040517-GBD9889_23904-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAATTATACCAATTATAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGAAATAGCTTTTCCT

CGAACAAATAATATAAGTTTCTGACTACTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609742 Chironomus sp. water mite diet isolate 14135-BHL040517-GBD21495_24331-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAAAATTTTAATTCGACTAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACGGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609743 Chironomus sp. water mite diet isolate 14136-BHL040517-GBD28354_21330-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTATCTCTAATATTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTCCCCCCCTCTCTTACTCTTCTACTTTCTAGTACTTTCGTAGAAAATGGCGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609744 Chironomus sp. water mite diet isolate 14141-BHL040517-GBD28031_15964-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTAGGAACTTCATTAAGAATGCTTTTTCGAGCAGAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTATAACTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609745 Chironomus sp. water mite diet isolate 14143-BHL040517-GBD28638_15681-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

CGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATACTTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGAATTTTACCCCCCTCACTAACACTACTTCTTTCTAGTTCTGTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609746 Chironomus sp. water mite diet isolate 14220-BHL040517-GBD10351_6378-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAAT

ATTAATTCGAGCTGAACTAGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATG

CATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGGC

CCCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTTTCAAGTTCA

TTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609747 Chironomus sp. water mite diet isolate 14222-BHL040517-GBD4310_9757-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAG

CCCCCGATATAGCTTTTCCCCGTATAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAG

ATTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609748 Chironomus sp. water mite diet isolate 14258-BHL040517-GBD10245_26317-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAAATGACTTATGCCTTTAATACTAGGG

GCCCCTGACATAGCTTTCCCCCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAT

CAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609749 Chironomus sp. water mite diet isolate 14269-BHL040517-GBD9772_5231-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATA

TTAATTCGAGCAGAACTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCACG

CATTTATTATAATTTTTTTCATAGTTATGCTAATTTTAATTGGTGGTTTTGGAGATTGACTTGTACCTTTAATACTAGGGGC

CCCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTTTCAAGTTCA

TTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609750 Chironomus sp. water mite diet isolate 14309-BHL040517-GBD26500_23935-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATA

TTAATTCGAGCAGAACTAGGACAACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGGTCACG

CATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTAGTACCTTTAATACTAGGGGC

CCCAGACATAGCTTTCCCCCGAATAAATAATATAAGATTCTGATTACTTCCCCCATCACTAACATTACTACTTTCAAGTTC

ATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609751 Chironomus sp. water mite diet isolate 14333-BHL040517-GBD15344_25381-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCTTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGAGATGACCAGATTTATAATGTAGTAGTTACAGCTCAT

GCTTTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAACTGACTTGTCCCTTTAATACTAGGGG

CCCCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTTTCAAGTTC

ATTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609752 Chironomus sp. water mite diet isolate 14346-BHL040517-GBD21696_11855-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCAGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGG

CCCCTGACATAGCTTTCCCCCGAATAAATAATATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATC

TATTGTAGAAAATGGAACTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609753 Chironomus sp. water mite diet isolate 14357-BHL040517-GBD14807_9563-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACACGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTCCATAGTTATGCCAATTTTATTTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGA

GCCCCTGATATAGCTTTTCCCCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAT

CAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609754 Chironomus sp. water mite diet isolate 14370-BHL040517-GBD11508_16780-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTTATCAGGAATGGTAGGGACTACTTTAAGTATG

CTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCGGATTTATAATGTAGTAGTTACAGCTCACG

CATTTATTATAATTTTTTTCGTAGTTATGCCAATTGTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGG

CCCCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGAATACTTCCCCCATCACTTACATTACTCCTTTCAAGTTC

ATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609755 Chironomus sp. water mite diet isolate 14450-BHL040517-GBD16781_18905-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTA

GGACACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTA

TAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609756 Chironomus sp. water mite diet isolate 14465-BHL040517-GBD21826_22779-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTACGTAT

GCTTATTCGAGCAGAATTAGGACGAGCCGGCACTTTTGTTGGCGACGAGCAGATTTATAATGTAGTTGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATATTAGGGG

CCCCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTAACATTACTCCTATCAAGTTC

ATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609757 Chironomus sp. water mite diet isolate 14473-BHL040517-GBD7611_12981-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGG

CCCCTGACATAGCTTTCCCCCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAATAG

AATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609758 Chironomus sp. water mite diet isolate 14515-BHL040517-GBD23773_15487-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACTTTATTTTTGGTACTTGATCAGGAATGGTAGGGACTTCTTTAAGTATG

CTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCATGC

TTTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGATTTGGAAATTGACTTGTACCTTTAATACTAGGGGCC

CCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTAACATTACTCCTTTCAAGATCAT

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609759 Chironomus sp. water mite diet isolate 14523-BHL040517-GBD8079_13949-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACTTTATTTTTGGTGCTTGATCAGGAATGGTTGGGACTACTTTAAGTATG

CTTATTCGAGCAGAATTAGGACGACCAGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTTGTTACAGCTCACGC

ATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGAGCC

CCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTGCCCCCATCACTTACATTACTCCTATCAAGATCA

TTTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609760 Chironomus sp. water mite diet isolate 14542-BHL040517-GBD25220_10268-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGAACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCTGGAACTTTTGTTGGCGACGACCAAATTTATAATGTAGTTGTTACAGCTCACG

CATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGTGC

CCCTGATATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGACTACTTCCCCCATCACTAACATTACTACTTTCAAGTTCA

TTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609761 Chironomus sp. water mite diet isolate 14557-BHL040517-GBD3217_14085-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGATCTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGATTAGTCCCTTTAATACTAGGAG

CCCCAGATATAGCATTCCCTCGAATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATC

TATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609762 Chironomus sp. water mite diet isolate 14626-BHL040517-GBD13923_7861-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTC

GGTCACGCCGGTTCCTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATTCTTTTATTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTTCGTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609763 Chironomus sp. water mite diet isolate 14638-BHL040517-GBD12872_20079-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCC

ACGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609764 Chironomus sp. water mite diet isolate 14643-BHL040517-GBD8901_4023-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTA

GGACGACCCGGGACATTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTTTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609765 Chironomus sp. water mite diet isolate 14655-BHL040517-GBD25191_15763-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTTATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609766 Chironomus sp. water mite diet isolate 14708-BHL040517-GBD14333_19525-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAAGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609767 Chironomus sp. water mite diet isolate 14720-BHL040517-GBD5137_22269-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGTGCTGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAGTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCGTACTCTTCTTCTTTCTAGTTTTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609768 Chironomus sp. water mite diet isolate 14778-BHL040517-GBD9895_11888-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATATTTGGAGCACCTGACATAGCTTTCCC

TCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCACTTACTCTACTACTATCTAGCTTTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609769 Chironomus sp. water mite diet isolate 14780-BHL040517-GBD16738_2639-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTGGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACCGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGTACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTATTCTTATTTCTAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609770 Chironomus sp. water mite diet isolate 14784-BHL040517-GBD2450_11727-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGCACTTCATTAAGAATTCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCG

CGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACCCTTCTTCTATCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609771 Chironomus sp. water mite diet isolate 14799-BHL040517-GBD7497_9354-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGTCCCGGAACCTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGACTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTTGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609772 Chironomus sp. water mite diet isolate 14806-BHL040517-GBD24899_16070-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTCGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTTC

ACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACAC-

TATTATTAGTAAGAAGTATAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609773 Chironomus sp. water mite diet isolate 14851-BHL040517-GBD8207_17021-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAAGTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGCATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATTCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTGACCCCCCTCTCTTACACTTCATCAATCTATTGCTTGCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609774 Chironomus sp. water mite diet isolate 14871-BHL040517-GBD14765_19034-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGGTTATTCGAACAGAATT

AGGACGACCCGGATCTTTCATAGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGTAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCCAGTTTTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609775 Chironomus sp. water mite diet isolate 14897-BHL040517-GBD6979_10679-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTATATTATTTTTGGGGCTTGATCCGGAATAGCGGGAACTTCATTATGTATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCTTACACTTCATCAATCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609776 Chironomus sp. water mite diet isolate 14942-BHL040517-GBD24455_20903-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTAGAGCAGAATT

CGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTGATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCTCACTAACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609777 Chironomus sp. water mite diet isolate 14966-BHL040517-GBD12913_19785-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCCTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

TATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTTATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609778 Chironomus sp. water mite diet isolate 14985-BHL040517-GBD23885_8040-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTTTACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTATTCGAGCAGAATTA

GGACGTCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTGTTACCCCCCTCACTAACTCTACTACTATCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609779 Chironomus sp. water mite diet isolate 15055-BHL040517-GBD4293_15918-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCTGGAATAGTTGGAACTTCATTTAGAATGCTTATTCGAGCAGAATTA

TGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTACTTCTTTCCAGTGCTGTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609780 Chironomus sp. water mite diet isolate 15058-BHL040517-GBD7832_11795-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGATCTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTTTACCCCTAATACTTGGAGCACCTGACATAGCTTCTCC

TCGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACTCTACTACTTTCAAGAACATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609781 Chironomus sp. water mite diet isolate 15091-BHL040517-GBD12507_27301-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATT

AGGTCGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTACTTCTTTCTAGTACATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609782 Chironomus sp. water mite diet isolate 15156-BHL040517-GBD28015_12359-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCTGGTATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAACTA

GGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCTCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609783 Chironomus sp. water mite diet isolate 15170-BHL040517-GBD11627_16710-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGGATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTAACTGCACATGCTTTTATTATAATTTTTTT

CATGGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCCCTTACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609784 Chironomus sp. water mite diet isolate 15190-BHL040517-GBD24093_11770-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGCATGCTTATTCGAGTAGAATT

AGGACGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTGACTGCACATGCTTTTATTATAATTTTGTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTCC

CTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609785 Chironomus sp. water mite diet isolate 15200-BHL040517-GBD22769_25663-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTTGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAGCTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGATTCTGACTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609786 Chironomus sp. water mite diet isolate 15223-BHL040517-GBD23462_3996-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGCACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TATAGTGATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCACTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609787 Chironomus sp. water mite diet isolate 15225-BHL040517-GBD21708_8058-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

TGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCA

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609788 Chironomus sp.  water mite diet isolate 2814-BHL032417-GBD13978_13155-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTTTTTTGGAACTTGATCAGGAACGGTAGGGACTTCTTTAAGTATGCTTATTCGAGCAGAATTAGGACGACCCGGAACT

TTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATGCCAATTT

TAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGGCCCCTGATATATCTTTCCCCCGAATAAATAATATAA

GTTTCTGATTACTTCCCCCATCACTTACATTATTCCTTTCAAGTTCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID MF708877, identified in GenBank 

as Chironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609789 Chydoridae sp. water mite diet isolate 8533-BHL101416-GBD14654_28117-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCA

CCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

TAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609790 Chydoridae sp. water mite diet isolate 8550-BHL101416-GBD7005_15516-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCATCCAGG

TACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTTATACCC

ATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCTTAATAA

TTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609791 Chydoridae sp. water mite diet isolate 8691-BHL101416-GBD25520_13141-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATACGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATC-

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID MG449896, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609792 Chydoridae sp. water mite diet isolate 9620-BHL032417-GBD14827_26464-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTGTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGAACTGCTCTTAGCCTGGTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCGCATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCTTTTCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609793 Chydoridae sp. water mite diet isolate 12172-BHL040517-GBD14654_28117-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCA

CCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

TAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609794 Chydoridae sp. water mite diet isolate 12189-BHL040517-GBD7005_15516-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCATCCAGG

TACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTTATACCC

ATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCTTAATAA

TTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609795 Chydoridae sp. water mite diet isolate 12330-BHL040517-GBD25520_13141-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATACGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATC-

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID MG449896, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609796 Chydorus brevilabris water mite diet isolate 464-BHL040517-GBD8874_17939-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATTTCCTATTTGGAATTTGAGGTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACAAAG

AGGGACCCTTATTGGAGATGATAAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGTTAT

ACCCATCGTAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTTGTCTTA

ATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609797 Chydorus brevilabris water mite diet isolate 5153-BHL032417-GBD22756_19850-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAACCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609798 Chydorus brevilabris water mite diet isolate 5720-BHL032417-GBD5857_16841-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609799 Chydorus brevilabris water mite diet isolate 5946-BHL032417-GBD24329_4444-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCTCAGCTTTAACCCTTCTTTTAGTAGAGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609800 Chydorus brevilabris water mite diet isolate 8399-BHL101416-GBD8874_17939-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATTTCCTATTTGGAATTTGAGGTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACAAAG

AGGGACCCTTATTGGAGATGATAAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGTTAT

ACCCATCGTAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTTGTCTTA

ATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609801 Chydorus brevilabris water mite diet isolate 8465-BHL101416-GBD9385_11440-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTCCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGGGGGACCCTTATTGGAGATGATAAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTCCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTT

Using NCBI BLASTN in June 2018, this sequence was 98.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609802 Chydorus brevilabris water mite diet isolate 8638-BHL101416-GBD19689_4739-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGAGCAACGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGAGGGTTTGGAAAATGACTTGTCCCCCTAATATTAGGAGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609803 Chydorus brevilabris water mite diet isolate 8668-BHL101416-GBD13682_13891-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGTGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCCTAATTGGGGGTTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TAAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTATCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609804 Chydorus brevilabris water mite diet isolate 8735-BHL101416-GBD20121_3717-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTATATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCATGTTAATTCGAGCAGAATTAGGAC

AAAGAGGTACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCCTTTGTTATAATATTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAACCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGCGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609805 Chydorus brevilabris water mite diet isolate 8760-BHL101416-GBD13033_3536-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAAATAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTGTTGTCACTGCACATGCCTTTGTTATAATATTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCACGT

CTTAATAATTTAAGTTTCTGGATTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGAGGGGGCAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609806 Chydorus brevilabris water mite diet isolate 8833-BHL101416-GBD9246_10570-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGATCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTTACTGCTCATGCTTTTATTATAATCTTTTTTATAGTT

ATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

TAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTTGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609807 Chydorus brevilabris water mite diet isolate 8846-BHL101416-GBD5493_12123-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCTGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTAGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCGCGTC

TTAACAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609808 Chydorus brevilabris water mite diet isolate 9544-BHL032417-GBD28094_13172-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGTCTGTTAATTCGAGCAGAATTAGGACA

AAAAGGGACACTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATTATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAAATTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609809 Chydorus brevilabris water mite diet isolate 9548-BHL032417-GBD28835_14240-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGCATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATAGTAGGGGCACCTGATATAGCCGTCCCTCGG

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCGTCTTTGAGGAGGGGGGGCAGTAGAAAATGGAACTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609810 Chydorus brevilabris water mite diet isolate 9553-BHL032417-GBD8348_13629-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTTTTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTATTTCGAGCAGAATTGGGACA

AAGAGGTACCCTTATTGGAGATGATCAGATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

TAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGGAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609811 Chydorus brevilabris water mite diet isolate 9556-BHL032417-GBD22621_19438-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACACTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGTGGTTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATATAAGATTCTGGCTTCTGCCCCCAGCTTTAACCCTACTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609812 Chydorus brevilabris water mite diet isolate 9565-BHL032417-GBD19508_4258-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTATTTTTGGAGTTTGAGCTGGAATAGTGGGCACTGCTTTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCACATGCTTTTGTTATAGTCTTTTTTATAGT

TATACCCATCTTAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609813 Chydorus brevilabris water mite diet isolate 9578-BHL032417-GBD18927_6037-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAAAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCCTTTGTTATAGTTTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCAGATATAGCCTTCCCTCGG

CTAAATAATTTAAGTTTCTGGCTTCTACCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449896, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609814 Chydorus brevilabris water mite diet isolate 9579-BHL032417-GBD13654_4020-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTCTATTTGGAATTTGAGCGGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGATATTGTCACTGCACATGCTTTTGTTATAATGTTTTTTATAGT

TATACCCATCCTAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCATCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

CCAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609815 Chydorus brevilabris water mite diet isolate 9584-BHL032417-GBD11770_27702-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACCGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATGCCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGA

CTAAATAATTTAAGTTTCTGGCTACTTCCCCCAGCTTTGACCCTTCTTTTAGCAGGGGGAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609816 Chydorus brevilabris water mite diet isolate 9590-BHL032417-GBD17925_5561-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATATTTTTTATAGG

TAGACCCATCATAATTGGGGGGTTTCGAACCTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGCAGCTGGA

CCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609817 Chydorus brevilabris water mite diet isolate 9591-BHL032417-GBD16956_4445-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTGTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCCTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATATTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGGAACTGACTTGTCCCCCTAATATTAGGGTCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGTGGGGGCAGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609818 Chydorus brevilabris water mite diet isolate 9608-BHL032417-GBD27505_16238-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTCTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTATTAGCCTGTTAATTCGAGCAGAATTAGGTCA

ACGAGGGACCCTTATTGGAGATGATCAAGTTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGGGGATTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609819 Chydorus brevilabris water mite diet isolate 9610-BHL032417-GBD5831_22296-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAGTTTGAGCTGGAATAGTGGGAACTGCTCTCAGCATGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGTGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGGTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609820 Chydorus brevilabris water mite diet isolate 9613-BHL032417-GBD23395_7786-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCTTTATTGGAGATGATCAAATTTACAATGTCATTGTTACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCGGATATAACCTTCCCTCGA

CTAAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609821 Chydorus brevilabris water mite diet isolate 9614-BHL032417-GBD13739_2649-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAAGTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAAGTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGGTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGCGCTGG

AGCAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609822 Chydorus brevilabris water mite diet isolate 9621-BHL032417-GBD16327_10526-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCTGAATTAGGACAAC

CAGGAACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTCATAGTTAT

ACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCTTA

ATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609823 Chydorus brevilabris water mite diet isolate 9629-BHL032417-GBD25436_5772-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGAGATGGAATAGTGGGAACTGCTTTTAGACTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGTGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609824 Chydorus brevilabris water mite diet isolate 9632-BHL032417-GBD14430_15474-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGTACCTTTATCGGAGATGATCAAATTTACAATGTTATTGTCACTGTACATGCTTTTGTTATAATCTTTTTTATAGTT

ATACCCATCTTAATTGGGGGGTTTGGAAACCGACTTGTCCCCCTAATATTAGGGGCCCCTGATATAGCCTTCCCTCGTCT

TAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609825 Chydorus brevilabris water mite diet isolate 9636-BHL032417-GBD27724_11844-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCTCTGCTCTTAGACTGTTAATTCGAGTAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACGTGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGTGGGTTTGGAACCTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGAC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609826 Chydorus brevilabris water mite diet isolate 9639-BHL032417-GBD10492_23675-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTTTATTTTCTATTTGGAGTTTGAGCTGGAATAGTGGGCACTGCTTTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATCTAAGTTTCTGGCTACTTCCCCCAGCTTTAACCCTTCTTTTAGAAAGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609827 Chydorus brevilabris water mite diet isolate 9642-BHL032417-GBD7035_17361-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTTTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AGGAGGGTCACTTATTGGAGATGGTCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGAGCACCTGATATAGCCTTCCCTCGTC

TTAATAATATAAGTTTCTGGCTTCTTCCCCCGGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609828 Chydorus brevilabris water mite diet isolate 9645-BHL032417-GBD23516_16483-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTTTTAGCCTGTTAATTCGAGCAGAATTAGGTCA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCCTCCCTCGTCT

TAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACACTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609829 Chydorus brevilabris water mite diet isolate 9650-BHL032417-GBD11187_18953-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTATATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGACTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGAACACTTATTGGAGGTGATCAAATTTACAATGTTCTTGTCACTGCACATGCATTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609830 Chydorus brevilabris water mite diet isolate 9652-BHL032417-GBD27601_13028-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGACTTTGAGCTGGAATAGTGGGCACTGCTCTTAGACTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCCCATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATTTTAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

TAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609831 Chydorus brevilabris water mite diet isolate 9656-BHL032417-GBD13739_3760-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTGTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAATAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACGGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCCTAATTGGGGGGTTTGGAACCTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTCAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609832 Chydorus brevilabris water mite diet isolate 9659-BHL032417-GBD29422_13232-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGAACCTTTATTGGAGATGATCAAATTTACAATGTTGTTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATGGCCTTCCCTCGA

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTCTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID GU680595, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609833 Chydorus brevilabris water mite diet isolate 9664-BHL032417-GBD24814_22045-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGATCTGGTATCGTGGGCACTTCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

ACGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGTGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGAC

TTAATAATGTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609834 Chydorus brevilabris water mite diet isolate 9669-BHL032417-GBD17901_4246-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGAGCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATGTTTTTTATAGT

TATACCCATCCTAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACATGATATAGCCTTCCCTCGTC

TTAATAATTTACGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGAGGGGGCAGTCGAAAATGGCGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609835 Chydorus brevilabris water mite diet isolate 9672-BHL032417-GBD5156_21562-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGGTGGTTTGGAACCTGGCTTGTCCCCCTAATATTAGGGGCACCTGATATCGCCTTCCCTCGC

CTTAATAATTTAAGTTTCTGGCTTCTGCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609836 Chydorus brevilabris water mite diet isolate 9673-BHL032417-GBD15512_6174-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCTTAATTGGGGGATTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGATTCTGGCTTCTTCCCCCATCTTTAACCCTTCTTTTATTATGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG449232, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609837 Chydorus brevilabris water mite diet isolate 9675-BHL032417-GBD22413_3276-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGACTTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGCATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTTTAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TGAATAAATTAAGTTTCTGGCTTCGTCCCCCAGCTTTAACCCGACTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609838 Chydorus brevilabris water mite diet isolate 9677-BHL032417-GBD10097_5713-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAACAATTTCCGTTTCTGGCTTCGTGCCTCAGCTATAACCCTGCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609839 Chydorus brevilabris water mite diet isolate 9678-BHL032417-GBD21564_4873-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAGTTTGATCTGGAATATTGGGCACTTCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGTACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

TAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCGTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609840 Chydorus brevilabris water mite diet isolate 9679-BHL032417-GBD26683_7372-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGGATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAACAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTGTGGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATTATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCGTCGTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609841 Chydorus brevilabris water mite diet isolate 9680-BHL032417-GBD24512_16242-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTGTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTGGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAACCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGC

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACATTTAGCAGGGGGGGCAGTAGAAAATGGCGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609842 Chydorus brevilabris water mite diet isolate 9683-BHL032417-GBD13697_5138-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATCCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAAGTTACAATGGTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCCTAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCCCCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609843 Chydorus brevilabris water mite diet isolate 9685-BHL032417-GBD16125_3757-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGTACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATGTTTTTTATAG

TTATACACATCATAAGTGGGGGGTTTGGAAACTGGCTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCTAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609844 Chydorus brevilabris water mite diet isolate 9686-BHL032417-GBD3396_15380-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTTTATTTTCTCTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCATGTTAATTCGAGTAGAATTAGGAC

AAAGAGGGACACTTATTGGAAATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTTTCCCCCTAATATTAGGGGCACCCGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449232, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609845 Chydorus brevilabris water mite diet isolate 9694-BHL032417-GBD12973_2070-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGTACCCTTATTGGTGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTATCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCGACGTTGAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609846 Chydorus brevilabris water mite diet isolate 9699-BHL032417-GBD29011_14374-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTCTTTATTTTCTCTTTGGACTTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACAA

AGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTTA

TACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCTT

AATAAGTTAAGTTTCTGGCTACTTCCCCCAGCTTTAACCCTTCATTTAGAAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609847 Chydorus brevilabris water mite diet isolate 9709-BHL032417-GBD24464_9211-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAAAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCGAATTTACAATGTTATCGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAAAATAAGTTTCTGGCTTCGTCCCCCAGCTTTAACCCTTCGTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609848 Chydorus brevilabris water mite diet isolate 9711-BHL032417-GBD23877_21031-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTCTTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTTATTCGAGCAGAATTAGGACA

AAGATGGACCGTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGAC

TAAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGTAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609849 Chydorus brevilabris water mite diet isolate 9761-BHL040517-GBD27236_13313-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAATGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGTACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATATTT

ATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTTCCCTTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

TAATAATTTAAGATTCTGGCTTCTTCCCCCCGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609850 Chydorus brevilabris water mite diet isolate 9818-BHL040517-GBD14634_4725-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTATATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

ATAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACAGCACATGCATTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCCCCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGACAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609851 Chydorus brevilabris water mite diet isolate 12104-BHL040517-GBD9385_11440-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTCCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGGGGGACCCTTATTGGAGATGATAAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTCCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTT

Using NCBI BLASTN in June 2018, this sequence was 98.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609852 Chydorus brevilabris water mite diet isolate 12277-BHL040517-GBD19689_4739-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGAGCAACGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGAGGGTTTGGAAAATGACTTGTCCCCCTAATATTAGGAGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609853 Chydorus brevilabris water mite diet isolate 12307-BHL040517-GBD13682_13891-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGTGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCCTAATTGGGGGTTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TAAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTATCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609854 Chydorus brevilabris water mite diet isolate 12374-BHL040517-GBD20121_3717-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTATATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCATGTTAATTCGAGCAGAATTAGGAC

AAAGAGGTACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCCTTTGTTATAATATTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAACCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGCGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609855 Chydorus brevilabris water mite diet isolate 12399-BHL040517-GBD13033_3536-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAAATAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTGTTGTCACTGCACATGCCTTTGTTATAATATTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCACGT

CTTAATAATTTAAGTTTCTGGATTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGAGGGGGCAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609856 Chydorus brevilabris water mite diet isolate 12472-BHL040517-GBD9246_10570-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGATCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTTACTGCTCATGCTTTTATTATAATCTTTTTTATAGTT

ATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

TAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTTGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609857 Chydorus brevilabris water mite diet isolate 12485-BHL040517-GBD5493_12123-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCTGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTAGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCGCGTC

TTAACAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609858 Chydorus sp. water mite diet isolate 8497-BHL101416-GBD7385_9235-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGTTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATAAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGAC

TAAATAATATAAGATTCTGACTACTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609859 Chydorus sp. water mite diet isolate 8513-BHL101416-GBD19833_5792-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCATTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAACGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGGAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATC-

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609860 Chydorus sp. water mite diet isolate 8534-BHL101416-GBD11529_9276-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGTGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTC-

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609861 Chydorus sp. water mite diet isolate 8627-BHL101416-GBD6218_20719-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGCGGGACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATATTTGGGGCACCTGATATAGCCTTCCCTCGT

ATTAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGG

TACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609862 Chydorus sp. water mite diet isolate 8648-BHL101416-GBD25729_23798-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTATCCCCCTAATATTAGGGGCACCTGATATAACCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCTTCATTAAC---

TCTTTTACTTTCAAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609863 Chydorus sp. water mite diet isolate 8675-BHL101416-GBD17775_6615-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAAAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATAAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAA

TAAATAATATAAGCTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTC-

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID EU702113, identified in GenBank as 

Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609864 Chydorus sp. water mite diet isolate 8763-BHL101416-GBD10082_13037-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGGAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTGTTG

TTATACCCATCATAATTGGAGGATTTGGAAACTGACTTGTCCCCTTAATATTAGGGGCACCTGATATAGCCTTCCCTCGA

CTAAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609865 Chydorus sp. water mite diet isolate 8770-BHL101416-GBD6494_9490-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGTGGGACCCTTATTGGAGATGATCAAATTTACAACGTTATTGTCACTGCACTTGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATATTTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTAAATAATATAAGTTTCTGGCTACTTCCCCCAGCTTTAACCCTACTTTTAGTAGGGGGAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609866 Chydorus sp. water mite diet isolate 8798-BHL101416-GBD17443_9978-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGCCTCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATACTGTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCATAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATCGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449232, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609867 Chydorus sp. water mite diet isolate 8811-BHL101416-GBD22063_4427-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCTGGT

ACTTTTATTGGTGATGACCAAATTTACAATGTTATTGTCACTGCACATGCCTTTGTTATAATCTTTTTTATAGTTATACCCA

TCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCCGATATAGCCTTCCCTCGTCTTAATAAT

TTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609868 Chydorus sp. water mite diet isolate 9539-BHL032417-GBD4749_9100-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGATTCTGGCGACTTCACCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGGGGCAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609869 Chydorus sp. water mite diet isolate 9546-BHL032417-GBD6108_7308-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTTTTGGCCTGTTAATTCGAGCAGAATTAGGAC

AAAAAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTCATAG

TTATACCCATTATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTATTAGGGGGGGCAGTAGAAAATAGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609870 Chydorus sp. water mite diet isolate 9554-BHL032417-GBD25232_19544-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTTTTAATTCGAGCAGAATTAGGACA

AATAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGTT

ATATCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGACT

TAATAATATAAGTTTCTGGCTACTTCCCCCAGCATTAACCCTACTTTTAGCAGGGGGGGCAGTAGAAAACGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609871 Chydorus sp. water mite diet isolate 9563-BHL032417-GBD17654_17570-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGAAATAGCCTTCCCTCGG

CCTAAAAAATTAAGGTTCCGGGCTCCTCCCCCAGCCTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609872 Chydorus sp. water mite diet isolate 9564-BHL032417-GBD19463_28210-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTTTTAGCCTGTTTATTCGAGCAGAATTAGGACA

AAAAGGGACTTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGAGCACCTGATATAGCCTTCCCTCGTCT

AAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCGTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609873 Chydorus sp. water mite diet isolate 9566-BHL032417-GBD26848_16748-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCGCTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGAC

TTAATAATATAAGTTTCTGGCTACTTCCCCCAGCTTTAACCCTTCTAATAGCAGGGAGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609874 Chydorus sp. water mite diet isolate 9567-BHL032417-GBD19537_13908-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCTATTTTAATTGGGGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCAGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCTTCTTTAACTCTTCTTTTA

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID MG449896, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609875 Chydorus sp. water mite diet isolate 9568-BHL032417-GBD8827_18028-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAGTTTGAGCTGGAATAGTGGGCACTGCTTTTAGACTGTTAATTCGAGCAGAATTAGGAC

AACGAGGGACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTAAATAATATAAGATTCTGGCTACTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609876 Chydorus sp. water mite diet isolate 9570-BHL032417-GBD6888_5716-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTCTTTGGAGTTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACACTTATTGGAGATGATCAAATTTATAATGTTATTGTTACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCACTAATATTAGGAGCACCTGATATAGCCTTCCCTCGT

CTAAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609877 Chydorus sp. water mite diet isolate 9574-BHL032417-GBD27137_22591-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTTTTAGCATGTTAATTCGAGCAGAATTAGGACA

AAGGGGGACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTAGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTATCAGGGGGAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609878 Chydorus sp. water mite diet isolate 9575-BHL032417-GBD17812_19539-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACTCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATTTTAATTGGGGGGTTTGGAAACTGACTTGTTCCCCTAATATTAGGAGCACCTGATATAGCCTTCCCTCGTA

TAAATAATATAAGATTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609879 Chydorus sp. water mite diet isolate 9576-BHL032417-GBD4152_8491-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGATCTGGAATAGTGGGCACTGCTCTTAGCCAGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGTGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTA

TAAATAATATAAGTTCCTGACTACTTCCCCCAGCTTTAACCCTACTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609880 Chydorus sp. water mite diet isolate 9580-BHL032417-GBD15041_13270-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGATCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCTCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTA

TAAATAATATAAGATTCTGGCTACTACCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609881 Chydorus sp. water mite diet isolate 9582-BHL032417-GBD13685_11411-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTATATTTGGAGTTTGATCTGGAATAGTGGGCACTGCTTTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATTTTAATTGGGGGGTTTGGAAACTGACTAGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGAC

TAAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609882 Chydorus sp. water mite diet isolate 9586-BHL032417-GBD20169_11802-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAGTTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGTCA

AAGAGGAACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGTGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCTT

AATAATATAAGTTTCTGGCTACTTCCCCCAGCTTTAACCCTTCTTTTGGCAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609883 Chydorus sp. water mite diet isolate 9588-BHL032417-GBD6346_25682-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGTCTGTTAATTCGAGCAGAGTTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGAGCACCTGATATAGCCTTCCCTCGTC

TAAATAATATAAGTTTCTGACTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609884 Chydorus sp. water mite diet isolate 9594-BHL032417-GBD4648_23742-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTATATTTTCTTTTTGGACTTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGGGGGACACTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTACTTCCCCCAGCTTTAACCCTACTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609885 Chydorus sp. water mite diet isolate 9597-BHL032417-GBD3911_22734-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTTTTAGCATGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTTATTGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGGAGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

TAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCGTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609886 Chydorus sp. water mite diet isolate 9598-BHL032417-GBD20100_13866-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGAACTGCTTTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGTGGGACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTTACTGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGGGGGTTTGGAAACTGACTTTTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGACT

AAATAATATAAGATTCTGACTTCTTCCCCCAGCTTTAACCCTACTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609887 Chydorus sp. water mite diet isolate 9599-BHL032417-GBD24674_20818-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTTTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTTACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGGGGTTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCTCCTGATATAGCCTTCCCTCGTCT

AAATAGTTTAAGTTTCTGGCTACTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609888 Chydorus sp. water mite diet isolate 9600-BHL032417-GBD7310_11333-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTCTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCCTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGAGGCACCTGATATAGACGCCCCTCGTC

TTAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTGCTTTTAGAAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609889 Chydorus sp. water mite diet isolate 9601-BHL032417-GBD22687_7721-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTTTTAGTCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACTCTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCTTAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATACAGCCTTCCCTCGTC

TAAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGCGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609890 Chydorus sp. water mite diet isolate 9604-BHL032417-GBD25106_6151-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTTTTAGCATGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACTCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGACT

AAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACTTTTAGTAGGGGGGGTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609891 Chydorus sp. water mite diet isolate 9605-BHL032417-GBD23064_5092-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTCTTTATTTTCTTTTTGGAGTTTGAGCTGGAGTAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACAA

AGAGGGACCTTTATTGGAGATGATCAAATTTATAATGTTATTTTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGTTA

TACCCATCATAATTGGGGGGTTTGGAAACTGGCTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCTA

AATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609892 Chydorus sp. water mite diet isolate 9606-BHL032417-GBD16963_1877-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGCATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGTGGGACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGGGGGCTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

TAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCAACTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609893 Chydorus sp. water mite diet isolate 9607-BHL032417-GBD27322_14345-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTCTTTGGAGTTTGAGCTGGAATAGTGGGCACTGCTCTTAGCTTGTTAATTCGAGCAAAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCTTAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACTATTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609894 Chydorus sp. water mite diet isolate 9609-BHL032417-GBD28435_12502-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTATTTTTGGAGTTTGAGCTGGAATAGTGGGCACTGCTCTTAGTATGTTAATTCGAGCAGAATTAGGACA

AAGAGGAACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATTATAATTGGGGGGTTTGGAAACTGACTTGTCCCTCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

AAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609895 Chydorus sp. water mite diet isolate 9612-BHL032417-GBD21165_11548-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATCGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATATAAGTTTCTGGCGGCTTGGCCCAGCTATAAACCTGCGTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609896 Chydorus sp. water mite diet isolate 9615-BHL032417-GBD18241_9153-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCTGAATTAGGACA

AAGAGGGTCCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGGGGATTTGGAAACTGACTTGTCCCCCTAATATTAGGAGCACCTGATATAGCCTTCCCTCGTCT

GAATAATTTAAGTTTCTGGCTTCGTCCCCCAGCTTTAACCCTACTTCTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609897 Chydorus sp. water mite diet isolate 9617-BHL032417-GBD24797_11806-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGCGGGACACTTATTGGAGATGATCAAATTTACAATGTTATCGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGTGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGC

ATAAATAATATAAGTTTATGGCTTCTTCCCCCAGCTTTAACCCTACTTTTAGTAGGGGCGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609898 Chydorus sp. water mite diet isolate 9619-BHL032417-GBD26927_16675-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTCTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

ATGAGGGATCCTTATTGGAGATGATCAAATCTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATAATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TGAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACTATTAGCAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609899 Chydorus sp. water mite diet isolate 9622-BHL032417-GBD27085_10547-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTTTATTTTCTATTTGGAGTTTGAGCTGGAATAGTGGGCATTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAGTTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCTTAATTGGGGGGTTTGGAAATTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

AAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCCTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609900 Chydorus sp. water mite diet isolate 9626-BHL032417-GBD9565_18887-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAAAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTCATAGT

TATACCCATTATAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCCGATATAGCCTTCCCTCGAC

TAAATAATATAAGATTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609901 Chydorus sp. water mite diet isolate 9627-BHL032417-GBD23605_22908-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGGGGATTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCCCCTGATATAGCCTTCCCTCGA

CTTAATAATATAAGTTTCTGGCTTCTACCCCCAGCTTTAACCCTACTGTTAGTAGGGAGAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609902 Chydorus sp. water mite diet isolate 9628-BHL032417-GBD26674_19768-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTTCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATTTTAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGAC

TTAATAATTTAAGTTTCTGGCTATTACCCCCAGCTTTAACCCTACTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609903 Chydorus sp. water mite diet isolate 9630-BHL032417-GBD16478_7885-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTCATAATTTTTTTTATAG

TTATACCCATCATAATTGGAGGGTTTGGAAACTGACTAGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCGCGT

ATAAATAATATAAGATTCTGGCTACTACCCCCAGCATTAACCCTACTTTTAGTAAGGGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609904 Chydorus sp. water mite diet isolate 9631-BHL032417-GBD20037_20424-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGATCTGGAATAGTGGGCACTGCTTTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGTACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTAATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCGCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGAC

TAAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACTATTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609905 Chydorus sp. water mite diet isolate 9633-BHL032417-GBD19783_3606-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTATATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGTGGGTTTGGAAACTGACTAGTCCCCCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGTC

TTAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACTTTTAGTAGGGGGAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609906 Chydorus sp. water mite diet isolate 9634-BHL032417-GBD28633_20566-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGATTTTGAGCTGGAATAGTGGGCACTGCTCTTAGTCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TAAATAATTTAAGTTTCTGACTTCTGCCCCCAGCTTTAACCCTACTATTAGCAAGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609907 Chydorus sp. water mite diet isolate 9635-BHL032417-GBD10614_19401-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTATGACA

AAGAGGGACCCTTCTTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTGTAATTTTTTTTATAGT

TATACCCATCTTAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAAAAAATTAAGATTCTGGCTTCTTCCCCCAGCTTTAACCCCACTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609908 Chydorus sp. water mite diet isolate 9637-BHL032417-GBD12613_5127-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGCATTTGAGCTGGGATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGACTTAGGACA

AAGCGGGACCTTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGAGCACCTGATATAGCCTTCCCTCGTCT

AAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609909 Chydorus sp. water mite diet isolate 9638-BHL032417-GBD25375_7972-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGGGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGAGGGTTTGGAAACTGGCTTGTCCCCCTAATATTAGGAGCACCTGATATAGCCTTCCCACGT

CTAAATAATATAAGATTCTGACTACTACCACCAGCTTTAACCCTACTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609910 Chydorus sp. water mite diet isolate 9641-BHL032417-GBD22967_11632-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTACTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCGCCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCGTCGGGCCCCAGCTATAAACCGGCTTTTAGAAGGGGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609911 Chydorus sp. water mite diet isolate 9644-BHL032417-GBD16294_21214-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAGTTTGATCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGGAGAATTAGGTCA

AAGAGGGACTTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACACGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCGCCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609912 Chydorus sp. water mite diet isolate 9647-BHL032417-GBD24612_21932-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGCATAGTGGGCACTGCTTTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGTACCCTTATTGGAGAGGATCAAATTTACAATGTTATTGTTACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATTATAATTGGGGGATTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGAC

TTAATAATTTAAGTTTCTGGCTACTTCCCCCAGCTTTAACCCTACTATTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609913 Chydorus sp. water mite diet isolate 9648-BHL032417-GBD14458_9927-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAGTTTGATCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACATTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTCGTTATAATCTTTTTTATAGT

TATACCCATTATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGAC

TTAATAATTTAAGATTCTGGCTACTTCCCCCAGCTTTAACCCTACTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609914 Chydorus sp. water mite diet isolate 9653-BHL032417-GBD9882_22484-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGTGCACCTGATATAGCCTTCCCTCGTC

CTAATAATATAAGTTTGTGGGTTCGTCCCCCAGCTTTAAACCGGCGTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609915 Chydorus sp. water mite diet isolate 9654-BHL032417-GBD27472_18280-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTACTTTATTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGCTAATTCGAGCAGAATTAGGAC

AACGAGGGACTCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATTATAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGAGCACCTGATATAGCCTTCCCTCGA

CTAAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609916 Chydorus sp. water mite diet isolate 9660-BHL032417-GBD20831_27344-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTGTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGAACTGCTCTTAGCATGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAACCTTCCCTCGA

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609917 Chydorus sp. water mite diet isolate 9662-BHL032417-GBD27126_22573-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATATTGGGCACTGCTCTTAGTCTGTTAATTCGAGCAGAATTAGGACA

ACGGGGGACTCTTATTGGAGATGATCAAATTTACAATGTTATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGACT

TAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609918 Chydorus sp. water mite diet isolate 9663-BHL032417-GBD26667_13101-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTTAGCTGGAATAGTGGGCACTTCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATACCCATTATAATTGGTGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCCCCTGATATAGCCTTCCCTCGACTT

AATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609919 Chydorus sp. water mite diet isolate 9665-BHL032417-GBD28889_19268-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGTCTGTTAATTCGAGCAGAATTAGGACA

AAGTGGGACCGTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTCATAATTTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGACACCTGATATAGCCTTCCCTCGTC

TTAATAATGTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609920 Chydorus sp. water mite diet isolate 9666-BHL032417-GBD24105_16385-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTATATTTGGAATTTGAGCTGGAATAGTGGGAACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCACATGCTTTTGTTATAATTCTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGAGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTCTAGCAGGGGGAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609921 Chydorus sp. water mite diet isolate 9667-BHL032417-GBD20014_26429-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCTCTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AACAGGGACCCTTATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCACATGCTTTTGTTATAATCTTTTTTATAGTT

ATACCCATTATAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGAGCACCTGATATAGCCTTCCCTCGTCTT

AATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609922 Chydorus sp. water mite diet isolate 9668-BHL032417-GBD7286_21176-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTTTATTTTCTTTTTGGAATCTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAAT

TATACCCATCTTAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGAGCACCTGATATAGCCTTCCCTCGTCT

TAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609923 Chydorus sp. water mite diet isolate 9670-BHL032417-GBD12454_25426-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGAACTGCTTTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGCGGGACCCTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGGGGATTTGGAAACTGACTTGTCCCCCTAATATTAGGTGCACCTGATATAGCCTTCCCTCGTCT

AAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAAGGGCGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609924 Chydorus sp. water mite diet isolate 9671-BHL032417-GBD19754_8122-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGATCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

ATCTGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

AAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609925 Chydorus sp. water mite diet isolate 9674-BHL032417-GBD26405_18812-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTCTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGTACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGTT

ATACCCATCATAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGACT

AAATAACATAAGTTTCTGGCTACTTCCCCCAGCTTTAACCCGACTTTTAGCAGGGGGGGCAGGAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609926 Chydorus sp. water mite diet isolate 9676-BHL032417-GBD11056_21558-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCATGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCTTAATTGGGGGGTTTGGAAACTGACTTGTCCCCTTAATATTAGGGGCACCTGATATAGCCTTCCCCCGTC

TTAATAATTTAAGTTTCTGACTTCTTCCCCCAGCTTTAACCCTTCTTTTATCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609927 Chydorus sp. water mite diet isolate 9681-BHL032417-GBD28895_14415-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTCTTTGGAATTTGCGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATGATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCGTCCCTCGTC

TTAATAATTTAAGGGTCTGGCTTCTTCCCCCAGCTGTAACCCAGCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AGCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609928 Chydorus sp. water mite diet isolate 9684-BHL032417-GBD22653_6120-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTTCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGTACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGTGGGTTTGGAAACTGACTTGTCCCACTAATATTAGGGGCACCTGATATAGCATTCCCTCGACT

AAATAATATAAGATTCTGGCTACTTCCCCCAGCTTTAACCCTTCTTTTAGGAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609929 Chydorus sp. water mite diet isolate 9691-BHL032417-GBD28205_12386-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAGTTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGTCCTTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGTT

ATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAACATTAGGTGCACCTGATATAGCCTTCCCTCGACT

TAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609930 Chydorus sp. water mite diet isolate 9692-BHL032417-GBD16628_13886-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAGTTTGAGCTGGAATAGTGGGCACTGCTTTTAGCATGTTAATTCGAGTAGAATTAGGACA

AAGAGGCACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTCTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTGGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609931 Chydorus sp. water mite diet isolate 9693-BHL032417-GBD25099_12307-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGAACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

AATACCCATCATAATTGGAGGGTTTGGAAACTGACTTGTACCCCTAATATTAGGGGCACCTGATATAGCCTTCCCACGAC

TAAATAATTTAAGATTCTGGCTACTACCCCCAGCTTTAACCCTACTATTAGCAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609932 Chydorus sp. water mite diet isolate 9695-BHL032417-GBD15399_23455-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGATCTGGTATAGTGGGCACTGCTCTTAGTCTGTTTATTCGAGCAGAATTAGGACA

AAGTGGGATCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

AAATAATTTAAGGTTCTGGCTACTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609933 Chydorus sp. water mite diet isolate 9696-BHL032417-GBD19131_5506-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCCATTATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

TAATAATATAAGCTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTGGTAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609934 Chydorus sp. water mite diet isolate 9697-BHL032417-GBD13497_22575-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCCCATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTAAATAATATAAGATTCTGACTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGAGAACAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609935 Chydorus sp. water mite diet isolate 9700-BHL032417-GBD8913_12801-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAGTTTGAGCCGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCTTTATTGGAGATGATCAAATTTACAATGTTACTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGTGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609936 Chydorus sp. water mite diet isolate 9701-BHL032417-GBD19901_25470-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTTTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTTACTGCTCATGCTTTTGTTATAATCTTTTTTATAGTT

ATACCCATCATAATTGAGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGACT

TAATAATATAAGTTTCTGGCTACGTCCCCCAGCTTTAACCCTACTATTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609937 Chydorus sp. water mite diet isolate 9705-BHL032417-GBD27993_10759-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTTCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGTCTCTTATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCTTTTGTTATAATCTTTTTTATAGTT

ATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCATTCCCTCGTCT

AAATAATATAAGTTTCTGGCTTCTTCCCCCAGCATTAACCCTACTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609938 Chydorus sp. water mite diet isolate 9706-BHL032417-GBD23346_25313-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGTACTTCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACTCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGAGGCACCTGATATAGCCTTCCCTCGAC

TAAATAATATAAGTTTCTGACTTCTTCCCCCAGCTTTAACCCTTCTATTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609939 Chydorus sp. water mite diet isolate 9707-BHL032417-GBD19826_7630-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGATCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAAAATTAGGACA

AAGCGGGACCATTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGTGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

AAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTATTAGCAGGGGCGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609940 Chydorus sp. water mite diet isolate 12136-BHL040517-GBD7385_9235-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGTTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATAAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGAC

TAAATAATATAAGATTCTGACTACTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609941 Chydorus sp. water mite diet isolate 12152-BHL040517-GBD19833_5792-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCATTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAACGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGGAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATC-

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609942 Chydorus sp. water mite diet isolate 12173-BHL040517-GBD11529_9276-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGTGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTC-

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609943 Chydorus sp. water mite diet isolate 12266-BHL040517-GBD6218_20719-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGCGGGACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGAGGGTTTGGAAACTGACTTGTCCCCCTAATATTTGGGGCACCTGATATAGCCTTCCCTCGT

ATTAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGG

TACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609944 Chydorus sp. water mite diet isolate 12287-BHL040517-GBD25729_23798-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTATCCCCCTAATATTAGGGGCACCTGATATAACCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCTTCATTAAC---

TCTTTTACTTTCAAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609945 Chydorus sp. water mite diet isolate 12314-BHL040517-GBD17775_6615-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAAAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATAAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAA

TAAATAATATAAGCTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTC-

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID EU702113, identified in GenBank as 

Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609946 Chydorus sp. water mite diet isolate 12402-BHL040517-GBD10082_13037-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGGAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTGTTG

TTATACCCATCATAATTGGAGGATTTGGAAACTGACTTGTCCCCTTAATATTAGGGGCACCTGATATAGCCTTCCCTCGA

CTAAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609947 Chydorus sp. water mite diet isolate 12409-BHL040517-GBD6494_9490-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGTGGGACCCTTATTGGAGATGATCAAATTTACAACGTTATTGTCACTGCACTTGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATATTTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTAAATAATATAAGTTTCTGGCTACTTCCCCCAGCTTTAACCCTACTTTTAGTAGGGGGAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609948 Chydorus sp. water mite diet isolate 12437-BHL040517-GBD17443_9978-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGCCTCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATACTGTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCATAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATCGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449232, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609949 Chydorus sp. water mite diet isolate 12450-BHL040517-GBD22063_4427-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCTGGT

ACTTTTATTGGTGATGACCAAATTTACAATGTTATTGTCACTGCACATGCCTTTGTTATAATCTTTTTTATAGTTATACCCA

TCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCCGATATAGCCTTCCCTCGTCTTAATAAT

TTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609950 Chymomyza sp. water mite diet isolate 5229-BHL032417-GBD6059_18968-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATT

CTAATTCGAACAGAATTAGGACATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGC

TTTTGTAATAATTTTTTTCATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCA

CCTGATATAGCTTTGCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAA

TAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID EU493571, identified in GenBank as 

Chymomyza procnemis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609951 Chymomyza sp. water mite diet isolate 13728-BHL040517-GBD26033_7603-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATT

CTAATTCGAGCAGAATTAGGACATGCAGGATCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGC

TTTTGTAATAATTTTTTTTATAGTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCC

CCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAA

TAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID EU493571, identified in GenBank as 

Chymomyza procnemis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609952 Coelotanypus sp. water mite diet isolate 2051-BHL022317-GBD18312_15461-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTCATCTTTGGAGCTTGAGCTGGTATAGTAGGTACCTCCCTTAGTATCTTAGTACGAGCTGAATTAGGTC

ATCCTGGTGCTCTAATTGGTGATGATCAAATTCATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTCTTTATAGT

TATACCTATTTTAATTGGAGGATTCGGGAATTGACTAGTTCCTTTAATATTAGGTGCCCCTGATATAGCCTTTCCACGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTT-

TCAAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR085247, identified in GenBank as 

Coelotanypus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609953 Copepoda sp. water mite diet isolate 604-BHL072216-GBD16028_25235-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTAATTGCAGGTGCTTGGGCAGGATTAATTGGTACAGGTTTAAGTTTAATTATTCACCTTGAGTTAGGACA

ACCAGGATCTCTTCTACAAGATGACCAAATTTATAATGTAGTAGTAACTGCGCATGCCTTTATTATAATTTTTTTTATGGT

AATACCAATTTTAATTGGGGGTTTTGGTAATTGACTTGTGCCTTTAATATTAGGATCCCCAGATATAGCTTTTCCACGAAT

AAATAATATAAGATTCTGATTTCTGAGTCCCGCTTTAATTATACTTTTATTTAGATCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID MG449281, identified in GenBank 

as Cyclopidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609954 Cricotopus sp. water mite diet isolate 766-BHL040916-GBD26918_15740-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTCTAAGAATTTTAATTCGAGCAGAATTAGGAC

ATGCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTACCCCCTTCTCTTACATTATTACTATCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM995443, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609955 Cricotopus sp. water mite diet isolate 768-BHL040916-GBD10339_13780-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACATCTTTAAGAATTTTAATTCGAGCTGAATTAGGAC

ATGCTGGTTCATTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAAT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACATTATTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM995443, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609956 Cricotopus sp. water mite diet isolate 771-BHL040916-GBD22969_26182-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCATGATCAGGAATAGTAGGGACTTCTTTAAGAATTTTAATTCGGGCCGAATTAGGACA

TTCTGGTTCTTTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTCCAACATTATTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR629900, identified in GenBank as 

Cricotopus trifasciatus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609957 Cricotopus sp. water mite diet isolate 774-BHL040916-GBD21960_3651-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCCGAATTAGGAC

ATCCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCATCTCTTACGTTATTACTATCAAGTACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609958 Cricotopus sp. water mite diet isolate 776-BHL040916-GBD8495_10888-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCATGATCGGGAATAGTAGGGACTTCTCTAAGAATTTTAATTCGAGTCGAATTAGGAC

ATGCTGGCTCATTAATTGGAGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCTTCTCTTACATTATTTCTATCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR695870, identified in GenBank as 

Cricotopus trifasciatus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609959 Cricotopus sp. water mite diet isolate 779-BHL040916-GBD20770_22937-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTTGGAGCATGATCAGGAATAGTAGGGACTTCTCTAAGAATTTTAATTCGAGCCGAATTAGGAC

ATCCTGGCTCATTAATTGGTGATGGTCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTACCCCCTTCTCTAACATTATTACTATCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609960 Cricotopus sp. water mite diet isolate 780-BHL040916-GBD16105_23652-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGGACTTCTCTAAGAATTTTAATTCGGGCCGAATTAGGACAT

GCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCAGATATAGCATTCCCTCGAATAA

ATAATATAAGATTCTGACTACTTCCCCCTTCTCTAACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609961 Cricotopus sp. water mite diet isolate 782-BHL040916-GBD25247_13467-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGGACATCTTTAAGAATTTTAATCCGGGCCGAATTAGGAC

ACGCTGGCTCTTTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCTTCACTAACATTATTACTATCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609962 Cricotopus sp. water mite diet isolate 783-BHL040916-GBD19672_2556-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCATGATCAGGAATAGTAGGGACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGAC

ATCCTGGCACATTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCACTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCTTCTCTTACATTATTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW609963 Cricotopus sp. water mite diet isolate 784-BHL040916-GBD24958_20524-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGGACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGACA

TGCTGGGTCATTAATTGGGGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAAATGATTAGTTCCTCTAATATTAAGTGCTCCTGATATAACTTTCCCTCGAAT

AAATAAAATAAATTTTTGACTTCTTCCCCCTTCTCTAACATTATTACTTTCAAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR695870, identified in GenBank as 

Cricotopus trifasciatus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609964 Cricotopus sp. water mite diet isolate 785-BHL040916-GBD22526_20787-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCATGATCAGGAATAGTAGGGACATCTCTAAGAATTTTAATTCGGGCTGAATTAGGAC

ATCCTGGCTCATTAATTGGAGATGATCAAATTTATAATGTGATTGTTACAGCACATGCATTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCTTCTCTAACATTATTACTTTCAAGTACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM995443, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609965 Cricotopus sp. water mite diet isolate 788-BHL040916-GBD10576_10993-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGGACTTCTTTAAGAATTTTAATTCGGGCCGAATTCGGAC

ACGCTGGTTCTTTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACATTATTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM995443, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609966 Cricotopus sp. water mite diet isolate 791-BHL040916-GBD7369_16139-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTTGGAGCATGATCAGGAATAGTAGGGACTTCTTTAAGAATTTTAATTCGGGCCGAATTAGGAC

ACGCTGGCTCATTAATCGGAGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCTTCACTAACATTATTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR695870, identified in GenBank as 

Cricotopus trifasciatus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609967 Cricotopus sp. water mite diet isolate 819-BHL100916-GBD10501_5006-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TAATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGGGCACCAGATACAGCCTTTCCCCGG

ATAAATAACATAAGTTTTTGACTTCTACCCCCATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609968 Cricotopus sp. water mite diet isolate 826-BHL100916-GBD21274_18089-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGATTTAGGTC

AGGCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTACTTGTTACAGCCCATGCTTTCGTAATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCATTAATATTTGGGGCACCAGATATAGCCTTTCCCCGG

ATAAATAACATAAGTTTTTGACTTCTACCCCCATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609969 Cricotopus sp. water mite diet isolate 827-BHL100916-GBD23181_3592-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTCGGT

CATGCTGGTTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCGTCTCTCACCTTACTACTATCAAGGTCAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609970 Cricotopus sp. water mite diet isolate 836-BHL100916-GBD11342_11269-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACCTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609971 Cricotopus sp. water mite diet isolate 837-BHL100916-GBD27244_11034-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGT

CATGACGGATCATTAATTGGAGATGATGGAATTTATAACGTTATTGTTACAGTTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609972 Cricotopus sp. water mite diet isolate 838-BHL100916-GBD20873_20512-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGA

CATGCCGGATCATTTATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTACTACCCCCTTCTCTAACCTTACTTCTTTCAAGTACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609973 Cricotopus sp. water mite diet isolate 839-BHL100916-GBD17371_8339-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609974 Cricotopus sp. water mite diet isolate 841-BHL100916-GBD12192_27993-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGATTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGCC

ACCCAGGCTCATTAATCGGATACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGAGTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGAGTATTACCCCCTGCTCTCACCTTACTTCTTTCAGGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609975 Cricotopus sp. water mite diet isolate 860-BHL100916-GBD8956_11791-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTGCTTTAGAATCTTAATTCGAGCTGAATTATGTCAT

GCCGGATCATTAATTGGAGATGATCAACTTTATAACGTTATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTACTTTCAAGTGCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609976 Cricotopus sp. water mite diet isolate 870-BHL100916-GBD9217_3152-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACCTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTGAGAATTTTAATTCGAGCAGAACTCGGT

CATGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTCACCGCTCATGCTTTTGTAATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCGTTAATATTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTCTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609977 Cricotopus sp. water mite diet isolate 873-BHL100916-GBD15790_16897-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGTGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TAATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCACGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609978 Cricotopus sp. water mite diet isolate 881-BHL100916-GBD22679_4184-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCACGCTG

GTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAATACC

TATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGGGCACCAGATATAGCCTTTCCCCGGATAAATA

ACATAAGTTTTTGACTTCTACCCCCATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609979 Cricotopus sp. water mite diet isolate 892-BHL100916-GBD24247_17179-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGCACTTCTTTGAGAATTTTTATTCGAGCAGAACTAGGTC

ATGCCGGTTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609980 Cricotopus sp. water mite diet isolate 893-BHL100916-GBD13448_9128-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATTTTAATTCGAGCTGAATTCGGTC

ACGCTGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTATCAAGTTCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609981 Cricotopus sp. water mite diet isolate 898-BHL100916-GBD28200_9791-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTCGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCAT

CCCGGATCATTAATTGGAGATGATCAAATCTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCCTACTTCTATCAAGAACAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609982 Cricotopus sp. water mite diet isolate 900-BHL100916-GBD9664_17045-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTTTATTCGAGCTGAATTAGGA

CATGCCGGATCATTCATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATCGTAGAAAATGGAGCCGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609983 Cricotopus sp. water mite diet isolate 913-BHL100916-GBD21375_6702-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CGTCCCGGATCTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTACTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609984 Cricotopus sp. water mite diet isolate 919-BHL100916-GBD23548_3916-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGGACTTCATTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTCATTGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTTGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609985 Cricotopus sp. water mite diet isolate 921-BHL100916-GBD12593_28493-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCGGGAATGGTAGGGACTTCCTTTAGAATCTTAATTCGACCTGAATTAGGT

CATGCAGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCTCTAACCTTACTTCTATCAAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609986 Cricotopus sp. water mite diet isolate 930-BHL100916-GBD16573_4292-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAAGTAGGT

CATGCCTGATCATTAATTGGAGATGATCTAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609987 Cricotopus sp. water mite diet isolate 938-BHL100916-GBD11120_25004-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGAACATTCATTGGAGATGATCAAATTTATAACGTTATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCACCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTACCCCCTTCTCTCACCTTACTTCGTTCAAGTTCAATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609988 Cricotopus sp. water mite diet isolate 939-BHL100916-GBD23644_20140-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGGACTTCCTTTAGAATCTTAATTCGAGCTGAATTAGGTCAT

GCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATGTTAGGGGCGCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCGTCTCTAACCTTACTACTATCAAGTTCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609989 Cricotopus sp. water mite diet isolate 940-BHL100916-GBD29316_16938-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTACTTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCGCTCACCGGACGGCGGGCAAGGGCAAGGGGGGAAAAGGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609990 Cricotopus sp. water mite diet isolate 950-BHL100916-GBD9757_3404-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTTGGGGCTTGGTCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTCAT

GCCGGCTCATTAATTGGTGACGATCAATTTTATAATGTAATTGTTACAGCCCATGCTTTCGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGGGCACCAGATATAGCCTTTCCCCGGAT

AAATAAAATAAGTTTTTGACTTCTACCCCCATCATTAACACTTTTGCAATCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609991 Cricotopus sp. water mite diet isolate 953-BHL100916-GBD17577_22181-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGCTCATTAATTGGAGATGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCACTCACCTTACTACTATCAAGTTCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609992 Cricotopus sp. water mite diet isolate 956-BHL100916-GBD20810_3815-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAGTTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAGTTTATAACGTTCTTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGAGATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCCAACCGTACTTCTGTCAAGTTCTATCGTTGAAAATGGCGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609993 Cricotopus sp. water mite diet isolate 969-BHL100916-GBD12114_6480-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGCATAGTAGGCACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCGTCACTAACCTTACTACTATCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609994 Cricotopus sp. water mite diet isolate 971-BHL100916-GBD26799_18408-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTCGATCAGGAATAGTAGGGACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCACTCACCTTACTACTATCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609995 Cricotopus sp. water mite diet isolate 973-BHL100916-GBD14757_21571-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATATTAATTCGAGTTGAATTAGGACA

TGCCGGATCATTAATTGGAGATGATCAAATTTATAACATTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATATTAATTGGAGGATTTGGAAACTGGTTAGTACCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAACTGCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW609996 Cricotopus sp. water mite diet isolate 980-BHL100916-GBD24663_20942-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTCGGTC

ATGCTGGTTCTTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTAACCTTACTACTATCAAGCTCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609997 Cricotopus sp. water mite diet isolate 981-BHL100916-GBD2834_17932-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTGGGAACTTCCTTAAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTTCCCCCTTCTCTCACCTTACTTCTTCCAAGTACAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609998 Cricotopus sp. water mite diet isolate 983-BHL100916-GBD19389_2211-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGG

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCCCGAA

TAAATAACATAAGTTTTTGATTATTACCCCCTTCTCTAACCCTACTTCTATCAAGTACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW609999 Cricotopus sp. water mite diet isolate 985-BHL100916-GBD21846_7833-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTTATTCGAGCTGAATTAGGTC

ATCCCGGATCTTTAATTGGAGATGATCAAATTTATAATGTTATCGTTACTGCTCATGCTTTTGTTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCCTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610000 Cricotopus sp. water mite diet isolate 986-BHL100916-GBD27442_19575-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGTTCATTAATTGGAGATGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACCTTACTATTATCTAGTTCAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610001 Cricotopus sp. water mite diet isolate 994-BHL100916-GBD20253_4090-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCATTCCCTCGAA

TAAATAACATAAGATTTTGATTATTACCCCCTTCTCTAACCTCACTTCTATCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610002 Cricotopus sp. water mite diet isolate 995-BHL100916-GBD7009_17780-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGG

CACGCAGGATCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTTCCCCCTTCTCTCACCTTACTTCTATCAAGTTCAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610003 Cricotopus sp. water mite diet isolate 1001-BHL100916-GBD28731_16520-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTCA

TGCCGGATCATTAATTGGTGACGAGCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGGGCACCAGATATAGCCTTTCCCCGAAT

AAATAACATAAGATTTTGACTTCTACCCCCATCATTAACTCTATTGCTTTCTAGCACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610004 Cricotopus sp. water mite diet isolate 1004-BHL100916-GBD7234_12462-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCAAGTTGAATTAGGTCATGCCG

GCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGATACC

TATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATATTTGGGGCACCAGATATAGCCTTTCCCCGGATAAATA

ACATAAGTTTTTGACTTCTACCCCCATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610005 Cricotopus sp. water mite diet isolate 1013-BHL100916-GBD20259_23382-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTGAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCTTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCACTAACCTTACTACTATCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610006 Cricotopus sp. water mite diet isolate 1014-BHL100916-GBD28010_14461-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGCACATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTTCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCACTCACCTTACTTCTATCAAGTTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610007 Cricotopus sp. water mite diet isolate 1020-BHL100916-GBD25327_8855-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTGGGGACTTCTTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGTTCTTTAATTGGAGATGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCATTCCCTCGAA

TAAATAACATAAGATTTTGATTATTACCACCTTCTCTCACCTTACTACTATCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610008 Cricotopus sp. water mite diet isolate 1021-BHL100916-GBD6778_14489-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGTTGAATTATCACAT

CCCGGATCATTATTTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTGCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610009 Cricotopus sp. water mite diet isolate 1023-BHL100916-GBD4318_17439-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGGGCTTGATCAGGAATAGTAGGAACTTCCTTGAGAATCTTTATTCGAGCTGAATTAGGA

CATGCCGGATCATTCATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCACATGCTTTTATAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGAAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCCTCTCTCACCTTACTTCCTTCAAGTTCAATCGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610010 Cricotopus sp. water mite diet isolate 1027-BHL100916-GBD6678_9653-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTAAGAATCTTAATTCGAGCTGAATTCGGT

CATGCCGGATCTTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTTGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTACTATCTAGTTCAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610011 Cricotopus sp. water mite diet isolate 1034-BHL100916-GBD9791_11729-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCCTTTAGAATCTTAATTCGAGCTGAATTTGGTCAT

GCAGGATCTTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTATAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTTCCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610012 Cricotopus sp. water mite diet isolate 1039-BHL100916-GBD6643_17084-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGCAGGGACTTCCTTGAGAATCTTTATTCGAGCTGAATTAGGT

CAAGCCGGATCTTTCATTGGAGATGATCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTGTTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATCGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610013 Cricotopus sp. water mite diet isolate 1041-BHL100916-GBD13263_7017-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCCTTGAGAATTTTAATTCGAGCTGAATTAGGAC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACCTTACTACTATCAAGTTCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610014 Cricotopus sp. water mite diet isolate 1042-BHL100916-GBD18994_3247-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAACTAGGTC

ATGCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTTCCTTTAATATTTGGAGCACCAGATATAGCCTTTCCCCGAAT

AAATAACATAAGTTTTTGACTTCTACCCCCATCATTAACTCTTTTGCTTTCAAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610015 Cricotopus sp. water mite diet isolate 1051-BHL100916-GBD28564_14735-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGGACTTCCTTGAGAATTTTAATTCGAGCTGAATTAGGTC

AAGCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGACATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCTAGTTCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610016 Cricotopus sp. water mite diet isolate 1053-BHL100916-GBD13620_15104-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTGGGGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTCAT

GCCGGCACATTAATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTCGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGGGCACCAGATATAGCCTTTCCCCGGAT

AAATAACATAAGATCTTGACTTCTACCCCCATCATTAACTCTTTTGCTCTCTAGCACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610017 Cricotopus sp. water mite diet isolate 1059-BHL100916-GBD24913_6989-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTCAC

GCCGGATCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGAGCACCAGATATAGCCTTCCCCCGAATA

AATAACATAAGTTTTTGACTACTACCCCCATCATTAACTCTATTGCTATCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610018 Cricotopus sp. water mite diet isolate 1070-BHL100916-GBD25860_20241-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCAT

GCTGGAACATTTATTGGAGATGACCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACCTTACTTCTATCAAGTACAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610019 Cricotopus sp. water mite diet isolate 1074-BHL100916-GBD28543_11383-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGAC

ATGCCGGCACATTAATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTTGTCCCTTTAATATTAGGGGCACCAGATATAGCCTTTCCCCGAAT

AAATAACATAAGTTTTTGACTTCTACCCCCATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610020 Cricotopus sp. water mite diet isolate 1075-BHL100916-GBD13872_20803-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGTAGAATTAGGA

CATGCCGGATCATTAATCGGAGATGATCAAATTTATAACGTTATTGTTACAGCACATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTATCAAGATCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610021 Cricotopus sp. water mite diet isolate 1076-BHL100916-GBD25131_19741-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGGTCAGGAATAGTAGGAACTTCCTTAAGAATCTTAATTCGAGCTGAATTAGGG

CATCCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCCCGAA

TAAATAACATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTATCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610022 Cricotopus sp. water mite diet isolate 1077-BHL100916-GBD26772_20570-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGGACTTCCTTGAGAATATTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTTGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTTCCCCCTTCTCTCACCTTACTACTATCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610023 Cricotopus sp. water mite diet isolate 1078-BHL100916-GBD25029_21200-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTGAGAATCTTAATTCGAGTTGAATTAGGTC

ATGCCGGATCATTAATCGGAGATGGTCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCACTCACCTTACTTCTATCGAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610024 Cricotopus sp. water mite diet isolate 1079-BHL100916-GBD22107_23942-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTTAGAATCTTAATTCGAGTTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACCTTACAACTTTCAAGTGCAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610025 Cricotopus sp. water mite diet isolate 1083-BHL100916-GBD27554_14493-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGGACTTCCTTAAGAATTTTAATTCGAGCTGAACTCGGTC

ATGCTGGATCTTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCACTCACCTTACTACTATCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610026 Cricotopus sp. water mite diet isolate 1091-BHL100916-GBD27534_13394-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATCATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGGACTTCCTTGAGAATATTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTTATTGGAGATGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTTCCCCCTTCTCTCACCTTACTTCTTTCAAGTACAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610027 Cricotopus sp. water mite diet isolate 1094-BHL100916-GBD28094_21815-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTTAGAATCTTAATTCGAGCTGAATTAGGTCATC

CCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTAT

ACCTATATTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAAA

TAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610028 Cricotopus sp. water mite diet isolate 1095-BHL100916-GBD20240_15438-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTTGGAGCTTGGTCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTCA

TCCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTCGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATACTTGGGGCACCTGATATAGCCTTTCCCCGGATA

AATAACATAAGATTTTGACTACTACCCCCATCATTAACCCTATTGCTATCTAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610029 Cricotopus sp. water mite diet isolate 1097-BHL100916-GBD24449_24397-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATCTTAATTCGAGCTGAATTAGGA

CATGCAGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTCCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACCTTACTACTATCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610030 Cricotopus sp. water mite diet isolate 1099-BHL100916-GBD22219_15136-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCTGAATTGGGTCA

TGCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTTGGGGCACCAGATATAGCCTTTCCCCGGATA

AATAACATAAGTTTTTGACTTCTACCCCCATCATTAACTCTATTACGATCTAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610031 Cricotopus sp. water mite diet isolate 1104-BHL100916-GBD23802_24538-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTC

ATGCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTCGTAATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATACTTGGGGCACCAGATATAGCATTCCCCCGG

ATAAATAACATAAGATTTTGACTACTACCCCCATCACTAACTCTATTGCTTGCTAGCGCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610032 Cricotopus sp. water mite diet isolate 1696-BHL110116-GBD11338_9981-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610033 Cricotopus sp. water mite diet isolate 1715-BHL110116-GBD4767_20569-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGTGCAGGAATAATTGGAACAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610034 Cricotopus sp. water mite diet isolate 1734-BHL110116-GBD13589_16894-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTCGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATCCCGGAACATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAACATAAGTTTTTGATTATTACCCCCTTCTCTAACCTTACTTCTATCAAGAACAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610035 Cricotopus sp. water mite diet isolate 1735-BHL110116-GBD20135_16544-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610036 Cricotopus sp. water mite diet isolate 1775-BHL110116-GBD16054_25341-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGCGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTCGTAATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATATTAGGTGCACCAGATATAGCCTTTCCCCGGA

TAAATAACGTAAGTTTTTGACTTCTACCCCCATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610037 Cricotopus sp. water mite diet isolate 1850-BHL072216-GBD13441_15108-Lunk72 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTCTAAGAATTTTAATTCGAGCTGAATTCGGTC

ATGCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTCGTAATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTCAATACTTGGGGCACCAGATATAGCATTCCCTCGG

ATAAATAACATAAGTTTTTGACTTCTACCCCCATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610038 Cricotopus sp. water mite diet isolate 2415-BHL072216-GBD19819_15275-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGA

ATTAGGACGGCCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTTATAGTTATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR960636, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610039 Cricotopus sp. water mite diet isolate 2521-BHL072216-GBD8745_22355-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGATTTGGAAAGTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGTTTGTGATTATTACCCCCTTCCCTCACCTTACTAGTATCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610040 Cricotopus sp. water mite diet isolate 3481-BHL032417-GBD14577_23971-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAACCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATATTTTTTTTTATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGTTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610041 Cricotopus sp. water mite diet isolate 3499-BHL032417-GBD14802_7457-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTTTTAT

AGTTATACCTATTTTAATTGGGGAATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCTTCG

AATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR621135, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610042 Cricotopus sp. water mite diet isolate 3557-BHL032417-GBD12068_8143-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610043 Cricotopus sp. water mite diet isolate 3622-BHL032417-GBD10597_18455-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGACCATCTCTAGGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATGGTTACAGCACATGCTCTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAGTTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610044 Cricotopus sp. water mite diet isolate 3641-BHL032417-GBD4059_21127-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTCGGAGCATGATCAGGACTAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGACATGCCGG

ATCATTAATTGGTGACAATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGTTATACCT

ATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAAATAAT

ATAAGGTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610045 Cricotopus sp. water mite diet isolate 3677-BHL032417-GBD13937_28119-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTGTATTCGGAGCCTGATCAGGAATAGTAGGTACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGACACCCCGG

GGCATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGTTATACC

TATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAAATAA

TATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610046 Cricotopus sp. water mite diet isolate 3689-BHL032417-GBD17229_28971-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGACTTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTTTAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTTCCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATATGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR621135, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610047 Cricotopus sp. water mite diet isolate 3726-BHL032417-GBD6153_13275-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCCTGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGGGAATTTGGAAATTGATTAGTCCCTCTTATGCTGGGAGCTCCTGATAAGGCTTTCCCCCGAA

TAAATAATATAAATTCTTGGCTTCTCCCTCCTTCTTTAACTCTTCTTCTTTCTAGTTCAATGGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR621135, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610048 Cricotopus sp. water mite diet isolate 3776-BHL032417-GBD5229_12895-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCAAGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACATGCCGG

ATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGTTATACCT

ATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAAATAAT

ATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610049 Cricotopus sp. water mite diet isolate 3807-BHL032417-GBD24242_24567-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCATGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATCCGGGCCGAATTAGGACAT

GCTGGATCATTAATTGGTGACGATCAAATTTATAATGTGATTGTTACGGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTACTTCCTCCTTCTCTTACATTACTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR629900, identified in GenBank as 

Cricotopus trifasciatus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610050 Cricotopus sp. water mite diet isolate 3825-BHL032417-GBD11499_2859-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAAGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTATTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGCGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCACCTTCTCTTACATTACTACTTTCAAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610051 Cricotopus sp. water mite diet isolate 3849-BHL032417-GBD18244_27234-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCAGAATTAGGAC

ATGCCGGATCTTTAATTGGTGACGACCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCTTCTCTAACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610052 Cricotopus sp. water mite diet isolate 3869-BHL032417-GBD4155_20730-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGAC

ATGCAGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAACTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTCTTGACTTCTTCCCCCTTCTTCGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610053 Cricotopus sp. water mite diet isolate 3908-BHL032417-GBD25961_12324-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

TGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR629900, identified in GenBank as 

Cricotopus trifasciatus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610054 Cricotopus sp. water mite diet isolate 3924-BHL032417-GBD16017_13494-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTCTGATTACTTCCCCCATCACATACATTACTCCGTTCAAGTTCATTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610055 Cricotopus sp. water mite diet isolate 3938-BHL032417-GBD11195_6234-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCCTGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGAGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCGTCACTTACTCTACTACTTTCAAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610056 Cricotopus sp. water mite diet isolate 3943-BHL032417-GBD7854_4035-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGTC

ATGCCGGATCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

GATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCGTCTCTTACATTACTACTATCAAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610057 Cricotopus sp. water mite diet isolate 4019-BHL032417-GBD27141_11008-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTTGGAGCATGATCAGGAATAGTAGGAACATCTTTAAGAATTTTTATCCGGGCCAAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTATAATGTGATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCTCCTTCTATTACATTACTACTTTCAAGTCCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610058 Cricotopus sp. water mite diet isolate 4318-BHL032417-GBD5616_18036-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCCCTAAGAATTTTAATCCGGACCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTCTGACTTCTTCCTCCTTCTCTTGCATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610059 Cricotopus sp. water mite diet isolate 4450-BHL032417-GBD22294_22983-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAACTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610060 Cricotopus sp. water mite diet isolate 4909-BHL032417-GBD21241_15404-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATTCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTATAATGTGATTGCTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCTTCTCTAACATTACTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610061 Cricotopus sp. water mite diet isolate 5040-BHL032417-GBD15558_5182-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGTCATGC

GGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAATA

CCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATAAA

TAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610062 Cricotopus sp. water mite diet isolate 5050-BHL032417-GBD15362_11754-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCATGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCACCAGATATAGCTTTCCCACGACT

TAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610063 Cricotopus sp. water mite diet isolate 5059-BHL032417-GBD4675_13710-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTAATGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCATCACTAACTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610064 Cricotopus sp. water mite diet isolate 5092-BHL032417-GBD27640_12010-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCTTGATCTGGAATGGTGGGAACCTCTCTTAGATTTTTATTTCGAGCGGATTTGGGTC

ACGCGGGTTCTTTATTTGTAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATATTTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAACATATGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAAATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610065 Cricotopus sp. water mite diet isolate 5121-BHL032417-GBD26511_17201-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGCACTTCTTTTAGAATTTTAATTCGAGTAGAATTAGGTCA

TGCAGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGTGCCCCAGATATAGCATTCCCGCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCATTAACATTATTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610066 Cricotopus sp. water mite diet isolate 5151-BHL032417-GBD14141_2171-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAAAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCCTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTAT

AAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610067 Cricotopus sp. water mite diet isolate 5159-BHL032417-GBD15802_20324-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGAATAGTGGGAACTTCTCTTAGAATTTTAATTCGAGCTGAATTAGGTCA

TGCGGGATCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610068 Cricotopus sp. water mite diet isolate 5175-BHL032417-GBD9305_8286-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGTACCTCTTTTAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCTGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTATTAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTACTACCACCGTCATTAACATTATTATTATCAAGATCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610069 Cricotopus sp. water mite diet isolate 5177-BHL032417-GBD28193_10812-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGAATAGTGGGAACTTCTTTTAGAATTTTAATTCGAGCAGAACTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGACATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTTCCCCCTTCATTAACATTACTATTATCAAGATCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610070 Cricotopus sp. water mite diet isolate 5214-BHL032417-GBD15980_11423-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGTTTTAGGTCA

TGCGGGATCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTTATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCGGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610071 Cricotopus sp. water mite diet isolate 5236-BHL032417-GBD29559_17379-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTATTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGTATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTGTATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCGGTAACAGGAGGAGGAGCAAGAGCGAGGGGAGAAAAGGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610072 Cricotopus sp. water mite diet isolate 5243-BHL032417-GBD12063_18214-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TCCGGGTTCTTTTATTGGAGATGATCAATTTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGAGCCCCAGATATAGCATTCCCACGAAT

AAAAAACATAAGATTTTGATTATTACCACCATCTTTAACATTATTACTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610073 Cricotopus sp. water mite diet isolate 5254-BHL032417-GBD16209_17979-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610074 Cricotopus sp. water mite diet isolate 5279-BHL032417-GBD19884_12176-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACCTCTTTTAGAATTTTAATTCGAGCAGAATTCGGTCA

TGCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCCTTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCATTAACATTATTATTATCAAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610075 Cricotopus sp. water mite diet isolate 5281-BHL032417-GBD24557_11319-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGTATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTCGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATACTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAACATAAGATTTTGATTATTACCACCTTCATTAACATTATTATTATCAAGATCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610076 Cricotopus sp. water mite diet isolate 5282-BHL032417-GBD8138_18884-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTTAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGAGCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610077 Cricotopus sp. water mite diet isolate 5309-BHL032417-GBD2309_12785-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTCGGTGCCCGATCAGGAATAGTGGGAACTTTCCTAAGAATATTAATTCGAGCTGAACTAGGACATCA

CGGAACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAATA

CCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATAAA

TAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610078 Cricotopus sp. water mite diet isolate 5319-BHL032417-GBD23838_16812-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCATAATTCGAGCAGAATTAGGTC

ATGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAAATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610079 Cricotopus sp. water mite diet isolate 5345-BHL032417-GBD9811_11415-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGATATAGTAGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTCGGTCA

TGCTGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGGTTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTACTACCACCGTCATTAACATTACTATTATCAAGATCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610080 Cricotopus sp. water mite diet isolate 5356-BHL032417-GBD25253_15752-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGATTTAGGACGACCC

GGAACTTTCATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAATAC

CAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATAAAT

AACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610081 Cricotopus sp. water mite diet isolate 5389-BHL032417-GBD10817_14272-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATACTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAACATAAGATTTTGATTATTACCCCCGTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610082 Cricotopus sp. water mite diet isolate 5403-BHL032417-GBD23422_21131-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGCATAGTGGGAACTTCTTTTAGAATTTTAATTCGAGCAGAATTCGGTCA

TGCGGGTTCCTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCTCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCGTCCTTAACATTATTATTATCAAGATCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610083 Cricotopus sp. water mite diet isolate 5408-BHL032417-GBD9346_27469-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTT

AATAATATAAGATTTTGACTATTACCCCCATCACTAACTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610084 Cricotopus sp. water mite diet isolate 5431-BHL032417-GBD12237_8343-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTCGGTGCCCGATCAGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCATGC

GGGTTCTTTAATTGGAGATGATCAAATCTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAATA

CCATTTCTAATTGGGGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATAAA

TAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610085 Cricotopus sp. water mite diet isolate 5438-BHL032417-GBD6860_4601-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATATTATTTTTGGTGCTTGATCCGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAAAATTAGGAC

GTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCACACGCATTTATTATAATTTTCTTTATAG

TTATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAGCATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610086 Cricotopus sp. water mite diet isolate 5444-BHL032417-GBD14430_6553-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTATTACCCCCGTCATTAACATTATTATTATCTAGCTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610087 Cricotopus sp. water mite diet isolate 5456-BHL032417-GBD14058_5432-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTGTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TTCGTTTTCTTTAATTGTAGATTATCAAATTTACAATGTAATGGTTACTTCTCATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCAAGATATAGCATTCCCTCGAATA

AATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGCGCTGGATCA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610088 Cricotopus sp. water mite diet isolate 5468-BHL032417-GBD21753_13138-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGTATAGTGGGAACTTCTTTTAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGAAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAACATAAGATTTTGATTATTACCACCGTCTTTAACATTATTATTATCAAGATCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610089 Cricotopus sp. water mite diet isolate 5471-BHL032417-GBD18087_11099-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGTGGGTTCTTTAATTGGAGGTGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAACTGATTAGTCCCTTTAATACTAGGGGCCCCAGATATAGCATTCCCTCGAAT

AAAAAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610090 Cricotopus sp. water mite diet isolate 5473-BHL032417-GBD4700_13332-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTGAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCTCTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610091 Cricotopus sp. water mite diet isolate 5501-BHL032417-GBD22428_4643-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAATAGGAACATCTTTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCACCTTCTTTAACATTATTATTATCTAGATCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610092 Cricotopus sp. water mite diet isolate 5514-BHL032417-GBD26475_21583-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCCGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCATG

CTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGACTATTACCACCTTCTTTAACATTATTATTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610093 Cricotopus sp. water mite diet isolate 5523-BHL032417-GBD22795_24451-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATCTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TACGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610094 Cricotopus sp. water mite diet isolate 5527-BHL032417-GBD28250_19457-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCCGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGACTAGTCCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610095 Cricotopus sp. water mite diet isolate 5534-BHL032417-GBD15033_7571-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGTGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGATCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTA

ATACCAATTCTAATTAGAGGATTTGGAAACTGATTAGTCCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGACTATTACCCCCTTCTTTAACATTATTACTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610096 Cricotopus sp. water mite diet isolate 5537-BHL032417-GBD27275_12198-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACTTCTTTTAGAATTTTAATTCGAGCAGAATTAGGACA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCACGAAT

AAATAACATAAGATTTTGATTATTGCCCCCTTCATTAACATTATTATTATCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610097 Cricotopus sp. water mite diet isolate 5557-BHL032417-GBD15599_16336-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACTTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TCCTGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTATTATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAAATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610098 Cricotopus sp. water mite diet isolate 5975-BHL032417-GBD28974_13313-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

TGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACATTATTATTATCAAGCTCTTTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR445258, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610099 Cricotopus sp. water mite diet isolate 7699-BHL040517-GBD9981_21627-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTAGAATAGTGGGAACCTTTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCAGACTATTACCTCCTTCTCTAACCCTTCTTCTT-

TCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610100 Cricotopus sp. water mite diet isolate 7754-BHL040517-GBD19191_8418-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGTC

ATGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAC

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610101 Cricotopus sp. water mite diet isolate 7757-BHL040517-GBD24075_10110-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTCTGATTACTCCCTCTTTCTCTTTCTCTTTTACTTTCTAGTTCAATTATAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610102 Cricotopus sp. water mite diet isolate 7896-BHL040517-GBD17432_15348-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGATTAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCAT

GCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTCTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610103 Cricotopus sp. water mite diet isolate 7967-BHL040517-GBD4830_24020-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGTC

ACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTGTAATAATTTTTTTTATAG

TAATACCAATTCTAATTGGACGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGA

ATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610104 Cricotopus sp. water mite diet isolate 7975-BHL040517-GBD7598_8293-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCTAGCAGAATTAGGTCATGC

GGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAATA

CCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATAAA

TAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610105 Cricotopus sp. water mite diet isolate 8079-BHL040517-GBD12380_20315-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCCTTTGTAATAATTTTTTTTATTGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610106 Cricotopus sp. water mite diet isolate 8083-BHL040517-GBD9854_15279-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAGATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAG

TAATACCAATTCTAATTGGAGGATTTGGAAGTTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGA

ATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610107 Cricotopus sp. water mite diet isolate 8096-BHL040517-GBD19134_6143-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTGGTCCCTTTGATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTT-

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610108 Cricotopus sp. water mite diet isolate 8231-BHL040517-GBD26900_16760-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACATCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGGTCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610109 Cricotopus sp. water mite diet isolate 8618-BHL101416-GBD22244_16176-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGTGGGTTCGGAAATTGATTAGTTCCTCTAACATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTCCTTTCAAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610110 Cricotopus sp. water mite diet isolate 10705-BHL101516-GBD14764_4110-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KT708452, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610111 Cricotopus sp. water mite diet isolate 10725-BHL101516-GBD15731_11263-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCGTA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610112 Cricotopus sp. water mite diet isolate 10829-BHL101516-GBD28103_9245-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTGGGGGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCGTCTCTAACCTTACTACTATCAAGTTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610113 Cricotopus sp. water mite diet isolate 10833-BHL101516-GBD9583_4149-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGGTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATA

GTTATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTTCCCCCGTCACTAACCTTACTATTATCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610114 Cricotopus sp. water mite diet isolate 10853-BHL101516-GBD5474_9887-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATGTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCGATTTTAATTGGGGGTTTCGAAAATTGATTAGTTCCTTTAATGTTAGAGGCCCCTGATATAGCCTTCCCGCGAAT

AAATAATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTGCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KT708452, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610115 Cricotopus sp. water mite diet isolate 10858-BHL101516-GBD6326_21388-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATTTTAATTCGAGTAAAATTAGGA

CATCCAGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCACTCACCTTACTTCTATCAAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610116 Cricotopus sp. water mite diet isolate 10859-BHL101516-GBD21387_24495-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCAGGATCATTAATTGGTGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610117 Cricotopus sp. water mite diet isolate 10878-BHL101516-GBD6566_14460-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATGATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCCCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610118 Cricotopus sp. water mite diet isolate 10908-BHL101516-GBD4679_21922-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCTGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTATTTCCCCCTTCTCTAACCCTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610119 Cricotopus sp. water mite diet isolate 11469-BHL101516-GBD17646_2602-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTGTTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCCTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTATTACCCCCTTCTCTTCCCCTACTTCTTTCTAGTTCTTTCGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610120 Cricotopus sp. water mite diet isolate 11503-BHL101516-GBD13550_27187-Lq80 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGACTATTACCCCCTTCATTCACCTTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610121 Cricotopus sp. water mite diet isolate 11504-BHL101516-GBD21993_8726-Lq80 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCACTAACCTTACTACTAGCAAGTTCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610122 Cricotopus sp. water mite diet isolate 11507-BHL101516-GBD9704_27887-Lq80 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCGTCACTCACCTTACTACTATCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610123 Cricotopus sp. water mite diet isolate 11508-BHL101516-GBD27191_12690-Lq80 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTACTTGAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KT708452, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610124 Cricotopus sp. water mite diet isolate 11756-BHL101516-GBD27699_9745-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTCGGGACTTCCTTGAGAATATTAATTCGAGCTGAATTAGGA

CATGCTGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCGTA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCCCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTACAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610125 Cricotopus sp. water mite diet isolate 11765-BHL101516-GBD5405_9883-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGCTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATAGCTGTCCCTCGA

ATAAATAATATAAGTTTTTGACTATTACCCCCTTCACTAACCTTACTTCTTTCAAGTTCAATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610126 Cricotopus sp. water mite diet isolate 11775-BHL101516-GBD14383_1955-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGCATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCACGCACCTTACAACTATCAAGTACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610127 Cricotopus sp. water mite diet isolate 11780-BHL101516-GBD27206_16309-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATATTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTATTACTTTCAAGAACAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610128 Cricotopus sp. water mite diet isolate 11790-BHL101516-GBD15274_4137-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGAGCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATTTAAGATTCTGACTACTCCCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610129 Cricotopus sp. water mite diet isolate 11805-BHL101516-GBD4535_11429-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGTTCTTTAATTGTAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCGTCACTAACCTTACTACTATCAAGTTCAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610130 Cricotopus sp. water mite diet isolate 11815-BHL101516-GBD18838_7475-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGAACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCAT

GCCGGATCCTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGATTATTACCCCCATCTCTCACCTTACTACCAACAAGTACAATTGCAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610131 Cricotopus sp. water mite diet isolate 11830-BHL101516-GBD20222_23164-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTGGGAACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCTTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTACCCCCTTCTCTAACCTTACTACTTTCAAGTACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610132 Cricotopus sp. water mite diet isolate 11831-BHL101516-GBD13499_28208-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTACTACCCCCTTCTCTCACCCTACTTCTATCAAGTACAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610133 Cricotopus sp. water mite diet isolate 11832-BHL101516-GBD9757_17861-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CACGCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTTCCCCCGTCTTTCACCTTACTACTATCAAGTTCACTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610134 Cricotopus sp. water mite diet isolate 11839-BHL101516-GBD18196_17043-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTACTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGAACATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610135 Cricotopus sp. water mite diet isolate 11843-BHL101516-GBD27521_17420-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTAGGTCATGC

CGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTATA

CCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATAAAT

AATAGAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTACAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610136 Cricotopus sp. water mite diet isolate 11849-BHL101516-GBD28678_17532-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATCCCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGAGGCTCCTGATAAAGCTTTCCCTCGA

AAAAATAATAAAAATTTTGGATTATTACCCCCTACTCACACCTTACTGCTTTCAAGTTCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610137 Cricotopus sp. water mite diet isolate 11858-BHL101516-GBD23846_20812-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTGGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTCGGT

CATGCCGGATCTTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTCGGGGCTCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCGTCGCTCACCTTACTACTATCAAGTTCAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610138 Cricotopus sp. water mite diet isolate 11873-BHL101516-GBD16112_13553-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGA

CATCCAGGCTCATTAATCGGAGATGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCGCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCACTCACCTTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610139 Cricotopus sp. water mite diet isolate 11884-BHL101516-GBD8376_17834-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCAAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTATTGAATATTACCCCCGTCTCTCGACTGACATCTGTCAAGTGCAATAGTTGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610140 Cricotopus sp. water mite diet isolate 11893-BHL101516-GBD18936_6498-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGTACTTCCTTGAGTATCTTAATTCGAGCTGAATTTGGTC

ATGCCGGTTCATTTATTGGTGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTGATAGT

TATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610141 Cricotopus sp. water mite diet isolate 11894-BHL101516-GBD13436_27642-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATCCCGGCTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGCAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCACTAACCTTACTTCTATCAAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610142 Cricotopus sp. water mite diet isolate 11903-BHL101516-GBD14017_5236-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTGGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCTTATCATTAATTGGAGATGATCAAATTTATAACTTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAACCTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTTCCCCCTTCTCTCACCTTACTTCTTTCAAGTTCACTTGTTGAAACTGGAGCTGGCTC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610143 Cricotopus sp. water mite diet isolate 11907-BHL101516-GBD23049_21924-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAACTAGGT

CATGCCGGATCTTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTATTACCCCCTTCTCTAACCTTACTACTTTCAAGTAGAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610144 Cricotopus sp. water mite diet isolate 11920-BHL101516-GBD26378_15349-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGGGCTTGATCCGGAATAGTAGGAACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTCATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGACATAGCTTTCCCTCGA

ATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTCACCCTACTTCTTTCAAGTTCAATCGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610145 Cricotopus sp. water mite diet isolate 11921-BHL101516-GBD11883_17141-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACTCTTCTACTATCTAGTTCTTTCACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610146 Cricotopus sp. water mite diet isolate 11922-BHL101516-GBD21058_24326-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGTCAT

CCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACCTTACTTCTTTCAAGTTCAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610147 Cricotopus sp. water mite diet isolate 11923-BHL101516-GBD11696_17500-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCTGAGCTTGATCGGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGA

CATCCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAACAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCACTAACCTTACTTCTATCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610148 Cricotopus sp. water mite diet isolate 11924-BHL101516-GBD8782_24633-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAGCATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGCATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCTTTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTACTTTCAAGTGCAATAGTAGAAAATGGAGCGGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610149 Cricotopus sp. water mite diet isolate 11927-BHL101516-GBD11332_9212-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGCATAGTAGGCACTTCCTTGAGAATCTTAATTCGAGCTGAATTCGGT

CATGCCGGATCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCGTCTCTCACCTTACTTCTATCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610150 Cricotopus sp. water mite diet isolate 11935-BHL101516-GBD26704_12637-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTAAGAATCTTTATTCGAGCTGAATTAGGA

CATTCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610151 Cricotopus sp. water mite diet isolate 11939-BHL101516-GBD7904_16147-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGCGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATGTTTAATTGGAGATTATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTAGTAATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCGTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610152 Cricotopus sp. water mite diet isolate 11941-BHL101516-GBD10589_23968-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGCATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCCTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTACCCCCGTCACTCACCTTACTATTATCTAGTTCAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610153 Cricotopus sp. water mite diet isolate 11942-BHL101516-GBD24755_5761-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGCATAGTAGGCACTTCCTTGAGAATCTTAATTCGAGCAGAATTAGGT

CATGCCGGATCCTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGAAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTATTATCAAGCTCACTTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610154 Cricotopus sp. water mite diet isolate 11954-BHL101516-GBD28818_15514-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGACGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCAGATATAGCTTTCCCCCGA

ATAAATAATATAAGATTTTGATTATTACCCCCATCCCTCACCTTACGTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610155 Cricotopus sp. water mite diet isolate 11955-BHL101516-GBD16041_24840-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATCCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCTTCTCTCACCTTACTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610156 Cricotopus sp. water mite diet isolate 11956-BHL101516-GBD26753_9297-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CAAGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTAATGCTTTTGTAATAATTTTTTTCATA

GTTAACCCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGACTCCTGATATAGCTTTCCCTCGG

ATAAATAATACAAAGTTTTGATTATTTCCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610157 Cricotopus sp. water mite diet isolate 11957-BHL101516-GBD29136_18093-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TACACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGTTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610158 Cricotopus sp. water mite diet isolate 11960-BHL101516-GBD10785_17741-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAACTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAGCTGATTATTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATTATTTCCCCCTTCTCTCACCTTACTTCTTTCAAGTACAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610159 Cricotopus sp. water mite diet isolate 11972-BHL101516-GBD23243_19302-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGCTCCTTTAATGTTAGGGGCTCCTGATATAGCATTCCCTCG

AATAAATAACATAAGATTTTGATTATTACCACCTTCTCTCACCTTACTACTATCAAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610160 Cricotopus sp. water mite diet isolate 11973-BHL101516-GBD11910_5845-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACCTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGTTCTTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCATTCCCTCGAA

TAAATAACATAAGATTTTGATTATTACCCCCTTCTCTAACCTTACTTCTATCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610161 Cricotopus sp. water mite diet isolate 11977-BHL101516-GBD17825_13924-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTGAGAATTTTAATTCGAGTAGAATTAGGA

CATGCAGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCACTCACCTTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610162 Cricotopus sp. water mite diet isolate 11987-BHL101516-GBD7099_19403-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGTTCATTAATTGGAGACGATCAAATTTATAACGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATAAAAGTTTTTGATTATTACCCCCTTCATTAACCTTACTACTATCAAGCTCACTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610163 Cricotopus sp. water mite diet isolate 11991-BHL101516-GBD20231_18044-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGTGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCAGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGAGGCTCCTGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTGCTACTTTCAAATACATTTGTTGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610164 Cricotopus sp. water mite diet isolate 12001-BHL101516-GBD19861_19970-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGA

CATCCCGGAACTTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATGATTACCCCCTTCTCTCACCTTACTTCTATCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610165 Cricotopus sp. water mite diet isolate 12002-BHL101516-GBD6676_19576-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCACCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTATTACCCCCTTCTCTCACCCTACTTCTGTCAAGTTCAATCGGAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610166 Cricotopus sp. water mite diet isolate 12007-BHL101516-GBD16007_15453-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATCCCGGATCTTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACTGCTCATGCTTTTATAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCCTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610167 Cricotopus sp. water mite diet isolate 12009-BHL101516-GBD28803_16260-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTAGTTCCCCCTTCACTAACCTTACTACTATCAAGTTCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610168 Cricotopus sp. water mite diet isolate 12017-BHL101516-GBD24326_24724-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGTTGAATTAGGACA

TACCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGATCTTGACTATTACCCCCTTCTCTCACCTTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610169 Cricotopus sp. water mite diet isolate 12028-BHL101516-GBD12762_14280-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGCACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGA

CATGCCGGATCATTAATTGGAGAGGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCGATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610170 Cricotopus sp. water mite diet isolate 12029-BHL101516-GBD26329_22489-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCAT

GCCGGATCATTAATTGGTGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCATTCCCTCGAATAA

ATAATACAAGATTTTGATGATTACCCCCTTCTCTAACCTTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610171 Cricotopus sp. water mite diet isolate 12030-BHL101516-GBD25843_23309-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTTAGAATCTTAATTCGAGCTGAATTATGTC

ATCCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTTTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTCTGACTATTACCCCCTTCTCTAACCTTACTACTTTCAAGTGCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610172 Cricotopus sp. water mite diet isolate 12034-BHL101516-GBD7098_14148-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCCGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGG

CAGGCCGGAACATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATGCCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAACAATATAAGGTTTTGATTATTACCCCCTTCTCTCACCCTACTTCTGGCAAGTACAATAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610173 Cricotopus sp. water mite diet isolate 12036-BHL101516-GBD26508_22944-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGCGCTTGATCAGGAATAGTAGGGACTTCCTTTAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGAACATTAATTGGTGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATAACTATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAAGGTTAGGTGCTCCTGATATAGCTTTCCCACGAA

TAAATAATAAAAGTTTTTGATTATTACCCCCGTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610174 Cricotopus sp. water mite diet isolate 12037-BHL101516-GBD24001_5148-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGACTCCTGATAGAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCGCTCACCTTACATCAATCAAGTGCAATAGTTGAAGATGGAGCTGG

AGCAG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610175 Cricotopus sp. water mite diet isolate 12257-BHL040517-GBD22244_16176-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGTGGGTTCGGAAATTGATTAGTTCCTCTAACATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTCCTTTCAAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610176 Cricotopus sp. water mite diet isolate 13343-BHL040517-GBD8628_22465-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAA

TTAGGACATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTT

TCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCC

CTCGAATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610177 Cricotopus sp. water mite diet isolate 13381-BHL040517-GBD22022_22179-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGA

ATTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610178 Cricotopus sp. water mite diet isolate 13474-BHL040517-GBD17787_21402-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGA

ATTAGGTCATGCCGGATCATTAATTGGAGATGATCCAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR960636, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610179 Cricotopus sp. water mite diet isolate 13478-BHL040517-GBD4999_11934-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTTGAGCTGA

ATTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAATTGATTAGTCCCTTTAATATTGGGAGCCCCTGATATAGCATT

CCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610180 Cricotopus sp. water mite diet isolate 13583-BHL040517-GBD14035_7864-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCGTAATTCGAGCTGA

ATTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTT-

CTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610181 Cricotopus sp. water mite diet isolate 13592-BHL040517-GBD18248_14893-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGA

ACTAGGACATCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTT

CCCTCGAATGAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR961044, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610182 Cricotopus sp. water mite diet isolate 13613-BHL040517-GBD13853_3477-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTAA

ATTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTGCTATTATCTAGCTCTCAAGTTGAAAATGG

AGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610183 Cricotopus sp. water mite diet isolate 13635-BHL040517-GBD18901_25327-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGGGCAGA

ATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATATATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR961044, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610184 Cricotopus sp. water mite diet isolate 13646-BHL040517-GBD18509_15813-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGA

ATTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCCCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610185 Cricotopus sp. water mite diet isolate 13665-BHL040517-GBD13570_29011-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCTTAAGAATCTTTATTCGAGCTGA

ATTAGGACATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTTCTTTCAAATTCAATTGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610186 Cricotopus sp. water mite diet isolate 13692-BHL040517-GBD6806_14013-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCTTTAAGAATCTTAATTCGAGCTGA

ATTCGGTCATGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTT

TTCATAGTTATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTC

CCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACCATCAAGTTCAATAGTTGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610187 Cricotopus sp. water mite diet isolate 13698-BHL040517-GBD25406_19393-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGTAACTTCCCTAAAAATATTAATTCGAGCTGAA

CTAGGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTT

TTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTC

CCTCAAATAAATAATATAAGTTTTTGATTATTACTTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR960636, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610188 Cricotopus sp. water mite diet isolate 13702-BHL040517-GBD12568_25405-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGCACATTATATTTTATTTTCGGGGCCTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGA

ATTAGATCATGCCGGGACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAAGAATTTT

TTTCATAGTTATACCTATTTTAATTGGTGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCCTT

CCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTGGAAAATAGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610189 Cricotopus sp. water mite diet isolate 13718-BHL040517-GBD22273_10951-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACTTTATATTTTATTTTCGGGGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCTGAA

TTAGATCATGCTGGTTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTT

TCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCC

CTCGAATAAATAATATAAGTTTTTGATTATTTCCTCCTTCTCTTACCTTATTACTATCAAGTTCAATTGTTGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610190 Cricotopus sp. water mite diet isolate 13726-BHL040517-GBD18347_10646-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGA

ATTAGGTCATGCCGGAACATTGATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTT

TCCTCGAATAAATAATATAAGATTTTGACTATTACCTCCTTCTCTAACCTTATTACTTTCAAGTACAATAGTTGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR960636, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610191 Cricotopus sp. water mite diet isolate 13766-BHL040517-GBD8998_6032-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGA

ATTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610192 Cricotopus sp. water mite diet isolate 13818-BHL040517-GBD27659_10283-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTAA

ATTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAATTATACCTATTTTAATTGGGGGGTTCGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGATTTTGACTATTACCTCCTTCTCTAACCTTATTACTTTCAAGTACAATTGTGGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610193 Cricotopus sp. water mite diet isolate 13831-BHL040517-GBD10037_21690-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGAACTTCCCTAAGAATCTTAATTCGAGCTGAATTAGGAC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCTCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTACAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KX535221, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610194 Cricotopus sp. water mite diet isolate 13881-BHL040517-GBD24276_14070-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCCTGATCAGGGATAGTAGGTACTTCCTTAAGAATTTTAATTCGAGCTGA

ACTAGGTCATGCTGGGTCATTAATCGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTTATAGTTATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCATT

CCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTATCAAGTTCAATTGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610195 Cricotopus sp. water mite diet isolate 13910-BHL040517-GBD3566_8451-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTTGTGGCCTGATCAGGGATAGTAGGTACTTCTCTAAGAATTTTAATTCGAGCTGAA

CTCGGTCATGCCGGGTCTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTT

TTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTC

CCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610196 Cricotopus sp. water mite diet isolate 13912-BHL040517-GBD19861_24129-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGA

ATTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTGATAGTTATACCTATTTTAATTGGGGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCACCTGATATAGCTTT

CCCACGAATAAATAATATAAGATTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTACAATAGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610197 Cricotopus sp. water mite diet isolate 13914-BHL040517-GBD18605_28091-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGCACTTCTTTCAGAATTTTAATTCGAGTTGAA

TTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTT

TTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAATTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTC

CCGCGAATAAATAATATAAGATTTTGATTATTACCTCCTTCTCTTACCTTATTACGATCAAGTTCAATTGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610198 Cricotopus sp. water mite diet isolate 14159-BHL040517-GBD6170_11794-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCTGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGGCCCAGATATAGCATTCCCTCGAAT

AAATAGTATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610199 Cricotopus sp. water mite diet isolate 14200-BHL040517-GBD10182_7217-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGCACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610200 Cricotopus sp. water mite diet isolate 14207-BHL040517-GBD10397_22154-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATCTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGATTTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610201 Cricotopus sp. water mite diet isolate 14301-BHL040517-GBD23511_10195-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCATTAATGTTAGAAGCCCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610202 Cricotopus sp. water mite diet isolate 14344-BHL040517-GBD19717_7604-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGATCTTGATCAGGAATAATCGGAACTTCCTTAAGTATATTTATTCGAGCAGAATTAGGTCATG

CGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTTATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAAT

ACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCACTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATAA

ATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610203 Cricotopus sp. water mite diet isolate 14347-BHL040517-GBD22228_9064-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTCTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATCGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATCGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCATTAACTCTTCTTCTT-

TCTAGCTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610204 Cricotopus sp. water mite diet isolate 14360-BHL040517-GBD26249_14759-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGTATTCTAATTCGAGCAGAATTAGGTCAT

CCGGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATA

AATAACATAAGATTTTGATTATTACCACCATCTTTAACATTATTATTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610205 Cricotopus sp. water mite diet isolate 14410-BHL040517-GBD23550_14102-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGGTCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCAT

GCGGGTTCTTTTATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCCTTTGTAATAATTTTTTTTATAGTAA

TACCAATTCTAATTGGTGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCCGATATAGCTTTTCCCCGTATAA

ATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610206 Cricotopus sp. water mite diet isolate 14411-BHL040517-GBD10565_14989-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGATCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTAGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTATCTCTTCTTCTT-

TCTAGCTCAATTGTAGAAAATGGAGCTGGAAAAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610207 Cricotopus sp. water mite diet isolate 14412-BHL040517-GBD2829_12679-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTGGGAACTTCTTTTAGAATTTTAATTCGAGCAGAATTAGGTCAT

CCGGGTTCTTTAATTGGAGATGATCAAATTTGCAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTAA

TACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATAATAGGAGCCCCAGATATAGCATTCCCTCGAATA

AATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610208 Cricotopus sp. water mite diet isolate 14460-BHL040517-GBD17381_9739-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGATTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGGTTACTTCCCCCTTCTTTATCTCTTCTTCTT-

TCTAGCTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610209 Cricotopus sp. water mite diet isolate 14466-BHL040517-GBD14284_24967-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTGGGTACTTCTTTTAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCGGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATTCTAATTGGAGGTTTTGGAAATTGATTAGTCCCTTTAATATTGGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCGTCATTAACATTATTATTATCAAGATCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KP039729, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610210 Cricotopus sp. water mite diet isolate 14474-BHL040517-GBD26136_7306-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATACTGGGAACCTCTCTTAGAATTTTTATTCGAGCTGAATTCGGTCATC

CGGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTAAT

ACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATAA

ATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTAACAAGAACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610211 Cricotopus sp. water mite diet isolate 14477-BHL040517-GBD20192_5087-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACTTCTTTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTCATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATCGATTAGTCCCTTTAATACTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCCCCTTCTCTAACATTACTACTATCAAGATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610212 Cricotopus sp. water mite diet isolate 14488-BHL040517-GBD2602_14646-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTTAGAATTTTTATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTTATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTCATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGACTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCCCCTTCTTTAACATTATTATTATCAAGATCTATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610213 Cricotopus sp. water mite diet isolate 14506-BHL040517-GBD18599_22381-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGGGCCCCTGACATAGCATTCCCCCGAAT

AAATAATATAAGTTTCTGATTACATCCCCCATCACTTACATTACTCCTATCAAGTTCATTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610214 Cricotopus sp. water mite diet isolate 14552-BHL040517-GBD7107_9210-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTTGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGACAT

CCGGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTGTAATAATTTTTTTTATAGTAA

TACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATA

AATAACATAAGATTCTGATTACTACCACCTTCTTTAACATTACTATTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610215 Cricotopus sp. water mite diet isolate 15214-BHL040517-GBD18815_5522-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTAGATTTTATTGTTGGGGCTTGGTCAGGAATAGGAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTC

ATGCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTCGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTACTTTAATACTTGGGGCACCAGAAATAGCCTTTCCCCGAA

TAAATAACATAAGTTTTTGACTTCTACCCCCATCATTAACTCTGTTGCTTTCTAGCTCAATGGTCGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610216 Cricotopus sp.  water mite diet isolate 537-BHL040517-GBD21614_25950-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTTTATA

GTAATACCAATACTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCG

AATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610217 Cricotopus sp.  water mite diet isolate 754-BHL040916-GBD26742_11846-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610218 Cricotopus sp.  water mite diet isolate 759-BHL040916-GBD17191_13853-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCCCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCACAGATATAGCTTTCCCTCGAAT

AAATAACAAAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGGTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610219 Cricotopus sp.  water mite diet isolate 816-BHL100916-GBD7795_5452-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGGACTTCCTTTAGAATCTTAATTCGAGCTGATTTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGAGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTATTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAACTGTTGAAAATAGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610220 Cricotopus sp.  water mite diet isolate 820-BHL100916-GBD9432_15822-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATCGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTGATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCGTCTCTCACCTTACTTCTATCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610221 Cricotopus sp.  water mite diet isolate 834-BHL100916-GBD10498_5701-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCTTTTATAGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACCTTACTTCTTTCAAGTACAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610222 Cricotopus sp.  water mite diet isolate 835-BHL100916-GBD23495_12981-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTCCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTCCTTTCAAGTTCAATTGTTGAAAACGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610223 Cricotopus sp.  water mite diet isolate 840-BHL100916-GBD16009_21496-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGCTCATTAATTGGAGATGATCAAATTTATAACGGTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATGTGGAAACTGATTAGTTCCTTGACTGTTAGGGGCTCCTGATATAGCTTTCCCTCG

AATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTGACTTCTTTCAAGTTCAATTGTTGAAAAGGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610224 Cricotopus sp.  water mite diet isolate 844-BHL100916-GBD25595_10957-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGA

CATGCCGGATCTTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGTGGCTCCTGATATAGCTTGCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610225 Cricotopus sp.  water mite diet isolate 848-BHL100916-GBD24115_4673-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGTATATTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACCTTACTTCTTTCAAGCTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610226 Cricotopus sp.  water mite diet isolate 857-BHL100916-GBD14718_20377-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTTGGA

CATGCCGGATCATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTTGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610227 Cricotopus sp.  water mite diet isolate 861-BHL100916-GBD27635_16372-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATATTAATTCGAGCTGAATTAGGT

CATGCAGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTATAATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTCTGATTACTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610228 Cricotopus sp.  water mite diet isolate 867-BHL100916-GBD22998_7450-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATACTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATCCCGGACCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCACCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATTATTACCCCCATCTCTCACCTTACTTCTTTCAAGTACAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610229 Cricotopus sp.  water mite diet isolate 868-BHL100916-GBD24215_6822-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCA

TGCCGGAACATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTTCCCCCCTCTCTAACCTTCCTACTTTCAAGTTCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610230 Cricotopus sp.  water mite diet isolate 869-BHL100916-GBD3444_10954-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCGGAATTAGGC

AATGCCGGATCATTAATTGGAGATGATCAAATTTTTAACGTTATTGTTACAGCTCATGCTTTTGTAAAAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610231 Cricotopus sp.  water mite diet isolate 876-BHL100916-GBD13357_26234-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAAGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGACTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGGTTTTGATTATTACCCCCTTCTCTCAACTTACTTCGTACCAGTCCAATTGGTGAAAAAGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610232 Cricotopus sp.  water mite diet isolate 879-BHL100916-GBD13009_28261-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGAGCAGGAATAGTAGGGACTTCCTTTAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACATTCTTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAACAATATAAGATTTTGATTATTACCCCCTTCTCTAACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610233 Cricotopus sp.  water mite diet isolate 880-BHL100916-GBD27710_18818-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATGATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGCTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCACTCACCTTACTTCTGTCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610234 Cricotopus sp.  water mite diet isolate 884-BHL100916-GBD28262_18368-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCTGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATTCTTTTGTAATAATTTTTTTCATAG

TTTTACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGATCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTACTCTAACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGATGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610235 Cricotopus sp.  water mite diet isolate 885-BHL100916-GBD9017_13943-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTAGGAGCTTGATCAGGAATAGTATGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGGGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGTGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTGCTGTCAAGTTCAATAGTTGAAAATGGAGGTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610236 Cricotopus sp.  water mite diet isolate 888-BHL100916-GBD24505_17795-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGGACTTCTTTGAGTATATTAATTCGAGCTGAACTAGGTCAT

GCTGGATCATTTATTGGTGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610237 Cricotopus sp.  water mite diet isolate 894-BHL100916-GBD14561_6659-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTGAGAATCTTAATTCGAGCTGAATTATGTCAT

GCCGGATCATTCATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTTTAATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTACTTTCAAGTTCAATAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610238 Cricotopus sp.  water mite diet isolate 897-BHL100916-GBD28536_10070-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGACGGATCCTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCATTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGTCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCACACCTTACTTCTATCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610239 Cricotopus sp.  water mite diet isolate 899-BHL100916-GBD24715_11193-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

AGAAATAATAAAAGTTTTGGATTATTACCCCCTTCGCTCACCTTACTTCTTTCAAGTTCAATAGTTGAAAATGGAGCTGAA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610240 Cricotopus sp.  water mite diet isolate 902-BHL100916-GBD3790_10684-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGGACTTCCTTTAGAATCTTAATTCGAGCTGAATTATGTC

ATCCCGGATCATTCATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCACATGCTTTTGTAATAATTTTTTTCCTAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTCTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAACGGAGCTGGATC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610241 Cricotopus sp.  water mite diet isolate 909-BHL100916-GBD12172_8141-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCAT

GCCGGATCATTAATTGGATATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAACGTTAGTAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610242 Cricotopus sp.  water mite diet isolate 911-BHL100916-GBD24902_9945-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTACTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAAAGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGATCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTACTATCAAGCTCAATTGTTGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610243 Cricotopus sp.  water mite diet isolate 914-BHL100916-GBD25174_17145-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTATGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCACCTTCTCGCACCTTACTTCAATCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610244 Cricotopus sp.  water mite diet isolate 915-BHL100916-GBD27680_21926-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATCTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CAGGCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTGACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCGCTCACCTTACTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610245 Cricotopus sp.  water mite diet isolate 923-BHL100916-GBD23866_5294-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATCCCGGATCATTTATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTATAATAATTTTTTTCATAG

GTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTGACCTTACTTCTTTCAAGTTCAATTGTAGAAAAGGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610246 Cricotopus sp.  water mite diet isolate 929-BHL100916-GBD18332_18505-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATCATTACCCCCTTCTCTAACCTTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610247 Cricotopus sp.  water mite diet isolate 936-BHL100916-GBD14715_19418-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAACTCGAGCTGAATTAGGT

CATCCCGGATCACTAATTGGAGATGATCAAACTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTCGGAAACTGATTAGTTCCTTTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610248 Cricotopus sp.  water mite diet isolate 942-BHL100916-GBD12873_15094-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCCTAAGAATCTTAATTCGAGCTGAACTAGGT

CATCCTGGATCATTTATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610249 Cricotopus sp.  water mite diet isolate 943-BHL100916-GBD26872_19131-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGTGCTTGATCAGGAATAGTAGGTACTTCCTTTAGAATCTTAATTCGAGCTGAATTAGGTCAT

GCAGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCGCTCACCTTACTTCCTTCAAGTTCAATAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610250 Cricotopus sp.  water mite diet isolate 948-BHL100916-GBD5658_6906-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTAGGAGCTTGAGCAGGAATAGTAGGGACTTCGTTGAGAATATTAATTCGAGCTGAATTAGGTCA

AGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGACT

AAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610251 Cricotopus sp.  water mite diet isolate 949-BHL100916-GBD21824_8328-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTTATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATAGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTTGGGGCACCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTTCTTCTTTCAAGTTCAATCGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610252 Cricotopus sp.  water mite diet isolate 952-BHL100916-GBD26201_10798-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGATCTTGATCAGGAGTAGTAGTTATTTCCTTGAGAATCTTCATTCGAACTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610253 Cricotopus sp.  water mite diet isolate 958-BHL100916-GBD6554_6189-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GACCATTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGTCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTGTCAAGTTCAATGGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610254 Cricotopus sp.  water mite diet isolate 959-BHL100916-GBD4602_17673-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTTGTTCCTTTAATGTTAAGGGCTCCTGATATAGGTTTTCCCCCA

ATAAATAAAAAAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610255 Cricotopus sp.  water mite diet isolate 968-BHL100916-GBD20988_25760-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTTATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTATTACCCCCATCTCTCACCTTACTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610256 Cricotopus sp.  water mite diet isolate 970-BHL100916-GBD19233_2963-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGTTGAATTAGGT

CATCCCGGGTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCCA

ATAAATAATATAAGGTTTTGAATATTACCCCCTTCTCTCACCTTACTTCTATCAAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610257 Cricotopus sp.  water mite diet isolate 977-BHL100916-GBD25836_23577-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGACCAGGAATAGTAGGTACTTCCTTTAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCAGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGTGTCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGGTTATTACCCCCTTCTCTCACCTTACGTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610258 Cricotopus sp.  water mite diet isolate 982-BHL100916-GBD8095_20161-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGTGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCCCGAA

TAAATAACATAAGTTTTTGACTATTACCCCCTTCTCTCACCTTACTCCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610259 Cricotopus sp.  water mite diet isolate 984-BHL100916-GBD26785_9350-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTGAGAATCTTAATTCGAGCTGAATTAGGA

CATTCCGGATCATTTATTGGTGATGATCAAATTTATAACGTTATTGTTACATCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610260 Cricotopus sp.  water mite diet isolate 987-BHL100916-GBD26139_20791-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCCGGAATAGTAGGAACTTCCTTAAGAATCTTAATTCGAGCTGAATTAGGT

CATCCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTGTTGTTACTGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACCTTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610261 Cricotopus sp.  water mite diet isolate 993-BHL100916-GBD24711_14630-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGTTGAATTAGGT

CATGCCGGATCATTATTTGGAGATGATCAACTTTATAACGTTTTTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCCTAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTACTCTCACCTTACTTCGTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610262 Cricotopus sp.  water mite diet isolate 997-BHL100916-GBD26749_15821-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGA

CATGCCGGATCACTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTTGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTATTACCCCCTTCTCTCACCTTACATCTTTCAAGTTCAATCGTTGAAAATGGAGCTGGG

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610263 Cricotopus sp.  water mite diet isolate 998-BHL100916-GBD22796_13846-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCATTGAGAATCTTAATTCGAGCTGAATTATGT

CATGCCGGATCATTACTAGGAGATGATCAAATTTATAACATTCTTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATCGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610264 Cricotopus sp.  water mite diet isolate 1002-BHL100916-GBD15701_4269-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCAGAATTAGGA

CAAGCCGTATCATTAATTGGAGATGATCAAATTTATAACGTTATAGGTACAGCACATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTTCTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610265 Cricotopus sp.  water mite diet isolate 1006-BHL100916-GBD4266_10306-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGCATCTTAATTCGAGCTGAATTAGGTCATG

CCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATAAA

TAATAGAAGTTTTTGATTATTACCCCCTTCTCTCACCATACTTCAACCAAGTGCAATAGTTGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610266 Cricotopus sp.  water mite diet isolate 1008-BHL100916-GBD6964_11374-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCCGGAATAGTTGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCAT

GCCGGATGATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGGTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610267 Cricotopus sp.  water mite diet isolate 1009-BHL100916-GBD25630_22064-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGA

CAATCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTATTGATTATTACCCCCTTCTCTCACCTTACTTCTTGCAAGATCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610268 Cricotopus sp.  water mite diet isolate 1012-BHL100916-GBD19488_27584-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTTAGAATTTTAATTCGAGCTGAATTAGGTCAT

GCCGGTTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTATCAAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610269 Cricotopus sp.  water mite diet isolate 1016-BHL100916-GBD6352_5459-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCAT

GCCGGGTCATTTATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATGACCCCCTTCTCTAACCTTACTTCTTTCAAGTTCAATAGTGGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610270 Cricotopus sp.  water mite diet isolate 1022-BHL100916-GBD2062_18401-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTACTTCGAGCTGAATTAGGT

CATTCCGGATCATTAATTGTAGATGATCATATTTATAACGTTATTGTTACAGCTCATGCTTTTGGAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGTGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCGCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610271 Cricotopus sp.  water mite diet isolate 1024-BHL100916-GBD6294_11501-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGTCTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCACATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCTTTAGTGTTAGGGGCACCTGATATAGCTTTCCCTCG

AATAAACAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATCGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610272 Cricotopus sp.  water mite diet isolate 1026-BHL100916-GBD13766_26253-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCATATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAGCTGATTAGTTCCTTTAATGTTAGAGGCTACTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTATTGATTATTACCCCCTTCTCTCACCGTACTTCTTTCAAGTTCAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610273 Cricotopus sp.  water mite diet isolate 1030-BHL100916-GBD5272_13739-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCGGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATACCGGATCATTAATTGGTGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610274 Cricotopus sp.  water mite diet isolate 1031-BHL100916-GBD20742_10080-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTAGGAACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGATCATGCTTTCGTAATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTGCTCTCACCTTACCTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610275 Cricotopus sp.  water mite diet isolate 1032-BHL100916-GBD10105_11461-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTACTTGGAGATGATCAAATTTATAACGTTATCGTTACAGCTCATGCTTTAGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCACGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCACTCACCTTACTTCTTTCAAATTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610276 Cricotopus sp.  water mite diet isolate 1035-BHL100916-GBD16870_3060-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAAAATTATATTTCATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCTGATCATTAATTGGAGATGATCGAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTCTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

CGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610277 Cricotopus sp.  water mite diet isolate 1038-BHL100916-GBD22561_8914-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGTATCATAATTCGAGCTGAATTAGGTCATG

CCGGATCATTGATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATAAA

TAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCATTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610278 Cricotopus sp.  water mite diet isolate 1044-BHL100916-GBD19813_18413-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTGTATTTTATTTTCGGAGCTTGATCATGAATAGTAGGTACTTCCTTGTGAATCTTAATTCGAGCTGATTTCGGTCAT

GCCAGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGTGGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610279 Cricotopus sp.  water mite diet isolate 1045-BHL100916-GBD9761_17427-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCCGGAATAGTAGGGACTTCCTTGTGAATCTTAATTCTAGCTGCATTAGGTCAT

GCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATCATTACCCCCTTCTCTCACCTTACTTCATTCAAGTGCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610280 Cricotopus sp.  water mite diet isolate 1047-BHL100916-GBD18242_15514-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAACGGAATTAGGT

CATGCTGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATCGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610281 Cricotopus sp.  water mite diet isolate 1048-BHL100916-GBD4023_13467-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGAACATTAATTGGAGATGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTCGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTTCCCCCTTCTCTCACCTTACGTTTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610282 Cricotopus sp.  water mite diet isolate 1050-BHL100916-GBD3712_16110-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTAAGAATTTTAATTCGAGCAGAATTAGGT

CACCCCGGATCATTAATTGGAGATGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610283 Cricotopus sp.  water mite diet isolate 1052-BHL100916-GBD13262_5169-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CAAGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATATTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTATTACCCCCTTCTCTCACCTTACTTGTTTCAAGTTCAATCGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610284 Cricotopus sp.  water mite diet isolate 1056-BHL100916-GBD20836_10557-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGACTAGTAGGGACTTCCTTGAGAATCTTTATTCGAGCTGAATTAGGT

CATGCCGGATCTTTAATTGGAGATGATCAAATTTATAACGCTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGTTATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAACTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610285 Cricotopus sp.  water mite diet isolate 1057-BHL100916-GBD16634_26713-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTTATATTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTGTTACCCCCTTCTCTCACCTTACTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610286 Cricotopus sp.  water mite diet isolate 1060-BHL100916-GBD23582_26056-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGACTAGTAGGGACTTCCTTTTGACTCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGACTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTAGTACCCCCTTCTCTCACCTTACGTCTTACAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610287 Cricotopus sp.  water mite diet isolate 1061-BHL100916-GBD5855_21412-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGA

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAAGGGCTCCTGATATAGCTCTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTTCCCCCTTCTCTCACCTCACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610288 Cricotopus sp.  water mite diet isolate 1064-BHL100916-GBD8451_21223-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTATGTCAT

GCCGGATCATTAATAGGAGGTGATCAAATTTATGACGTTATTGTTACAGCCCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTCCTTTCAAGTGCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610289 Cricotopus sp.  water mite diet isolate 1065-BHL100916-GBD4832_17344-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTTATTCGAGCTGAATTAGGT

CGTGCCGGAACATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGACATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACACCCTTCTCTCACCCTACTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610290 Cricotopus sp.  water mite diet isolate 1066-BHL100916-GBD26670_19108-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATAAAGCTTTCCCTCCAA

TAAAAAATAAAGATTTTTGATTATTTCCCCCTTCTCTCGCCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610291 Cricotopus sp.  water mite diet isolate 1067-BHL100916-GBD25332_14301-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCCGGAATAGTAGGGACTTCATTGAGAATCTTTATTCGAGCTGAATTAGGT

CATCCCGGATCATTCATTGGAGATGACCAAATTTATAACGTTATTGTTACGGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610292 Cricotopus sp.  water mite diet isolate 1072-BHL100916-GBD22967_24003-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGTGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTATTTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTACATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGTGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCGCTTCTCTCACCTTACTACTTGCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610293 Cricotopus sp.  water mite diet isolate 1088-BHL100916-GBD22191_5989-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGTATCTTAATTCGAGCTGAATTTGGTC

ATGCTGGATCATTTATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCACTCACCCTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610294 Cricotopus sp.  water mite diet isolate 1089-BHL100916-GBD16956_8670-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCGTA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCGATCCCTCGA

ATAAATAATATAAGTTCTTGATTATTACCCCCTTCGCTCACCTTACTTCTTTCAAATTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610295 Cricotopus sp.  water mite diet isolate 1098-BHL100916-GBD23348_20804-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGTCAT

GCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTACTTCCCTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGAATAA

ATAACATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTATCAAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610296 Cricotopus sp.  water mite diet isolate 1102-BHL100916-GBD16950_2587-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTAGATTTTATTATCGGAGCTTGATCAGGAATAGGAGGGACTTCCTTGAGAATCTGAATTCGAGCTGAATTAGG

TCATTCCTGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGGAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCCCCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610297 Cricotopus sp.  water mite diet isolate 1205-BHL110116-GBD6974_7115-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTTAGTGGCTCCTGATATAGCTTTCCCTCGG

ATAAACAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTGGCAAGTACAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610298 Cricotopus sp.  water mite diet isolate 1444-BHL110116-GBD10059_16162-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ACAAATAATATAAGTTTTTGACTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610299 Cricotopus sp.  water mite diet isolate 1769-BHL110116-GBD17015_15990-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCTTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610300 Cricotopus sp.  water mite diet isolate 1770-BHL110116-GBD25375_13046-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTACTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610301 Cricotopus sp.  water mite diet isolate 1784-BHL110116-GBD20064_9530-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGCACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGA

ATTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATCGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610302 Cricotopus sp.  water mite diet isolate 1816-BHL011116-GBD23290_15113-Ldc73 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610303 Cricotopus sp.  water mite diet isolate 1836-BHL072216-GBD19474_22452-Lunk72 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610304 Cricotopus sp.  water mite diet isolate 1843-BHL072216-GBD7715_8817-Lunk72 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTCGGTCA

GGCGGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGGTTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTACTACCACCGTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610305 Cricotopus sp.  water mite diet isolate 1862-BHL072216-GBD19313_22486-Lunk72 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAACTGA

ATTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACCATCAAGTTCAATTGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610306 Cricotopus sp.  water mite diet isolate 2216-BHL072216-GBD17555_12837-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGGATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTGCCACCTTCTCTCACCTTATTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610307 Cricotopus sp.  water mite diet isolate 2343-BHL072216-GBD13717_6637-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTC

ATGCCGGCTCATTAACTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTCGTAATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGGGCACCAGATATAGCCTCTCCCCGG

ATAAATAACATAAGTTTTTGACTACTACCCCCATCATTAACTCGTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610308 Cricotopus sp.  water mite diet isolate 2402-BHL072216-GBD20079_19331-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGCATTAGGT

CATGCCGGACCATTAATTGGAGATGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTGTAATCATTTTTTTCATA

GTTATTCCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610309 Cricotopus sp.  water mite diet isolate 2550-BHL072216-GBD9673_4007-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTGAGAATCTTAATTCGAGTTGAATTAGGTCAT

CCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCGCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTATCAAGGTCAATAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610310 Cricotopus sp.  water mite diet isolate 3271-BHL032417-GBD10881_2659-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610311 Cricotopus sp.  water mite diet isolate 5792-BHL032417-GBD21557_11003-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAAATTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTGTTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCAGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610312 Cricotopus sp.  water mite diet isolate 6088-BHL032417-GBD22713_8890-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTATAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATAATAGGAACCCCTGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATGATTAGTATCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610313 Cricotopus sp.  water mite diet isolate 6165-BHL032417-GBD4603_10748-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTTTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGATCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACAAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610314 Cricotopus sp.  water mite diet isolate 7262-BHL032417-GBD12714_13756-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTAGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAAAGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TGAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610315 Cricotopus sp.  water mite diet isolate 7784-BHL040517-GBD8516_6292-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGGGCTTGTTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTCA

TGCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATCGTTACAGCCCATGCTTTCGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGGGCACCAGATATAGCCTTTCCCCGGA

TAAATAACATAAGTTTTTGACTTCTACCCACATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610316 Cricotopus sp.  water mite diet isolate 8659-BHL101416-GBD6042_11710-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATCCCGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTTCCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610317 Cricotopus sp.  water mite diet isolate 9227-BHL032417-GBD8753_15496-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCACTCGA

ATAAATAATATAAGTTTTTGATTATTGACGCCTTCTCTCACCTTACTCCTGTCAAGTTCAATAGTCGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610318 Cricotopus sp.  water mite diet isolate 10840-BHL101516-GBD18835_3183-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGCGCTTGATCAGGAATAGTAGGGACTTCCTTGAGCATCTTAATTCGAGCTGGATTAGGT

CATGCCGGTTCATTAATTGGAGATGATCAAATTTATACCGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAAGTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTCTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAACGGAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610319 Cricotopus sp.  water mite diet isolate 10915-BHL101516-GBD27653_9661-Lim84 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAGTTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATCACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610320 Cricotopus sp.  water mite diet isolate 11001-BHL110116-GBD16959_6402-Lq74 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCAGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAGTGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610321 Cricotopus sp.  water mite diet isolate 11012-BHL110116-GBD13231_8453-Lq75 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGACTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610322 Cricotopus sp.  water mite diet isolate 11026-BHL110116-GBD20288_5918-Lq76 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGATCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTGTGATTATGACCCCCTTCTCCCACCTTACTTCTTTCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610323 Cricotopus sp.  water mite diet isolate 11028-BHL110116-GBD6363_14663-Lq76 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGACTATTACCCCCCTCTCTAACCTTACTTCTTTCAAGTACAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610324 Cricotopus sp.  water mite diet isolate 11120-BHL110116-GBD20300_19094-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTAACCCCTTCTCTCACCTTACTTCTTTCAAGATCAATTGGAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610325 Cricotopus sp.  water mite diet isolate 11139-BHL110116-GBD21969_19450-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGAGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCCGACGTCTTTCAAGTTCAATCGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610326 Cricotopus sp.  water mite diet isolate 11400-BHL101516-GBD7048_15016-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTCATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610327 Cricotopus sp.  water mite diet isolate 11447-BHL101516-GBD21196_5702-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATCGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATCCCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCATACTTCTTGCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610328 Cricotopus sp.  water mite diet isolate 11526-BHL101516-GBD15528_13408-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610329 Cricotopus sp.  water mite diet isolate 11741-BHL101516-GBD2222_11683-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGTGCTCCTGATATAGCTTTCCCACGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTATCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610330 Cricotopus sp.  water mite diet isolate 11742-BHL101516-GBD17035_2012-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTCGATCAGGAATAGTAGGGACTTCCTTGAGCATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGACCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCGATCAAGTACAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610331 Cricotopus sp.  water mite diet isolate 11743-BHL101516-GBD10135_5243-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTCGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGAGTATTACCCCCTTCTCTCACCTTACGTCAAGCAAGTGCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610332 Cricotopus sp.  water mite diet isolate 11745-BHL101516-GBD27689_9762-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGTGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTGTTTGATTATTACCCCCTTCTCTCACCAAACTTCTTTCAAGTACATTATTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610333 Cricotopus sp.  water mite diet isolate 11747-BHL101516-GBD24768_8889-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGACTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTCTTTGATTATTACCCCCTTCTCCCACCTTACTTCATACAAGTTCAATTGTTGAAAATGGAGCTGAA

ACA

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610334 Cricotopus sp.  water mite diet isolate 11748-BHL101516-GBD3574_13798-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGCGCTTGATCAGGAATAGTAGGGACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGTCAT

GCGTGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGTCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAATTTTTTGATTATTACCCCCTTCTCTCACCTTGCTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610335 Cricotopus sp.  water mite diet isolate 11749-BHL101516-GBD6161_15021-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCGCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTAGTACCCCCTTCTCTCACCTTACTGCTTTCAAGTGCAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610336 Cricotopus sp.  water mite diet isolate 11752-BHL101516-GBD25553_13837-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGTGCTTGATCAGGAATAGTAGGGACTTCCTTTAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCGTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTCGTCCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610337 Cricotopus sp.  water mite diet isolate 11753-BHL101516-GBD13931_17160-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAGTAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGACATAGCCTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTACTATCAAGTTCAATAGTTAAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610338 Cricotopus sp.  water mite diet isolate 11754-BHL101516-GBD13649_5137-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAACTAGGA

CATGCCGTATCATTAATTGGAGATGACCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCTTCTCTCACCTTTCTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610339 Cricotopus sp.  water mite diet isolate 11755-BHL101516-GBD24207_22832-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGTTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAACAATATAAGTTTTTGAATATTACCCCCTTCTCTAACCTTACTTCGTGCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610340 Cricotopus sp.  water mite diet isolate 11757-BHL101516-GBD24090_19234-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGTTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCCTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTTTAACCTTACTTCCATCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACTGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610341 Cricotopus sp.  water mite diet isolate 11758-BHL101516-GBD18445_14404-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAGCATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGA

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTGATATTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTACTATCAAGTTCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610342 Cricotopus sp.  water mite diet isolate 11759-BHL101516-GBD8104_20175-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAGTTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTTTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAAATGATTAATTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACTCTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610343 Cricotopus sp.  water mite diet isolate 11760-BHL101516-GBD17291_11287-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCGGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGATCATGCTTTTGTAATTATTTTTTTCATA

GTTAAACCTATTTTAATTGGAGGATTTGGAAACTTATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGGTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610344 Cricotopus sp.  water mite diet isolate 11762-BHL101516-GBD26798_7497-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGGTCCTGATATAGCATTCCCTCGA

ATAAATAAAAAAAGTTTTGGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTGCAATTGTTGAAAATAGAGCTGGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610345 Cricotopus sp.  water mite diet isolate 11764-BHL101516-GBD27789_10511-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTGAGAATCTTAATTCGAGCTGAACTAGGT

CATGCCGGTTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTTCTCCTGATATAGCGTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTTCCCCCTTCTCTCACCTTGCTTCTTTCAAGTTCAATTGTTGAAAATGGGGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610346 Cricotopus sp.  water mite diet isolate 11769-BHL101516-GBD27052_19523-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGGGCTTGATCCGGAATAGTAGGGACTTCATTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCCTTAATGTTAGGAGCTCCTGATATAGCTTTCCCCCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCACACCTTACCTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610347 Cricotopus sp.  water mite diet isolate 11770-BHL101516-GBD2183_14295-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGTATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTGCCCTCGAA

GAAATAATATAAGTTTTTGATTATTACCCCCTTCGCGCGCCTGACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610348 Cricotopus sp.  water mite diet isolate 11772-BHL101516-GBD8319_10712-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTCGGGACTTCCTTGAGAATCTTAATTCGAGCTGAGTTCGTT

CATGCCGGTTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCAGA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTATCAAGTGCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610349 Cricotopus sp.  water mite diet isolate 11777-BHL101516-GBD16835_15294-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGTCAT

GCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCCCGAATA

AATAACATAAGTTTTTGATTATTACCCCCTCCTCTCACCTTACTTCTATCAAGTACAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610350 Cricotopus sp.  water mite diet isolate 11779-BHL101516-GBD12558_16992-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTTATTCGAGCTGAATTAGGTCAT

CCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTATAATAATTTTTTTCATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCTTCTCTTACCTTACATCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610351 Cricotopus sp.  water mite diet isolate 11781-BHL101516-GBD16707_5664-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCTGAGCATTAATTGTAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCCCCTTCCTTCTTTCAAGTTCACTTGTTGAAAATGGAGCTGGACC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610352 Cricotopus sp.  water mite diet isolate 11783-BHL101516-GBD12312_26399-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGA

CATTCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTATTTCCCCCTTCTCTAACTTTACTTCTTTCAAGTACAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610353 Cricotopus sp.  water mite diet isolate 11784-BHL101516-GBD3251_9831-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCAGTATCATTAATTGGATATGATCAAATTTATAACGTTATTGTTACAGCACATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGAGTCTCCTGATATAGCTTTCCCTCGAC

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

A

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610354 Cricotopus sp.  water mite diet isolate 11786-BHL101516-GBD20391_20097-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTGGGA

CATCCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTCCATA

GTGATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTATCAAGTTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610355 Cricotopus sp.  water mite diet isolate 11787-BHL101516-GBD18893_4117-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATCGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCCTGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTCTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTGTGATTATTACCCCCTTCTCGCACCGTACCTCGTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610356 Cricotopus sp.  water mite diet isolate 11788-BHL101516-GBD16306_21208-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATCTTCGGAGCTTGATCAGGTATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGAAACTGATTAGTTTCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCGTCTCTCACCTTACTTCTGTCAAGTTCAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610357 Cricotopus sp.  water mite diet isolate 11789-BHL101516-GBD13643_5449-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTGGATCAGGAATAGAAGGGACTTCCTGGAGAATCTTAATTCGAGCGGAATTAGG

TCATGCCGTATCATTAATGGGATATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610358 Cricotopus sp.  water mite diet isolate 11791-BHL101516-GBD24479_20582-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTCTTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTGAGAATCTTAATTCGAGCTGCATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATACCGTTATTGTTACATCTCATGCTTTTGTAATAATTTTTTTCATAG

CTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTTGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610359 Cricotopus sp.  water mite diet isolate 11792-BHL101516-GBD25442_19253-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATATTAGGGACTTCCTTGAGAATCTTAATTCGAGCCGAATTAGGT

CATGCCGGATCATTAATTGGAGAAGATCAAATTTATAACGTTCTTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTGTATTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610360 Cricotopus sp.  water mite diet isolate 11794-BHL101516-GBD15577_4760-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATCTTCGGAGCTTGATCAGGAATAGGAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATTCCGGATCATTAATTGGAGATGATCAAATTTATAACGGTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCACCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTCCCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAC

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610361 Cricotopus sp.  water mite diet isolate 11795-BHL101516-GBD11318_2784-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATG

GTTATACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTACCCCCTTCTCTCTCCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610362 Cricotopus sp.  water mite diet isolate 11796-BHL101516-GBD24367_24265-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGACCAGGAATAGTAGTTACTTCCTTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATCCCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGTGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACCTGACTTCGTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610363 Cricotopus sp.  water mite diet isolate 11797-BHL101516-GBD27567_20491-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTGTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGACTCTTAATTCGAGCTGTATGAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTGATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTTTTGAAAATGGAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610364 Cricotopus sp.  water mite diet isolate 11800-BHL101516-GBD23720_13712-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCTGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAGTTCGGT

CATGCCGGCTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTAATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATGTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTGCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610365 Cricotopus sp.  water mite diet isolate 11802-BHL101516-GBD28924_14205-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGCGCATCTTAATTCGAGCTGAATTAGGT

CATGCCGTTTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATGTGGAAACTGATTAGTTTCTTTAATGTTAGCGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCGTACTTCTATCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610366 Cricotopus sp.  water mite diet isolate 11803-BHL101516-GBD7954_24544-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTTCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGGTCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCCCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTTCCCCCTTCTCTCACCTTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610367 Cricotopus sp.  water mite diet isolate 11806-BHL101516-GBD17790_28366-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTCTATTTTATTTTCGGAGCTTGATCAGGCATAGTAGGGACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTACTAATTTTTTTCATA

GTTATCCCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGA

AGAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610368 Cricotopus sp.  water mite diet isolate 11807-BHL101516-GBD10108_25272-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCCTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTGCCCCCTTCACTCACCTTACTTCTATCAAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610369 Cricotopus sp.  water mite diet isolate 11809-BHL101516-GBD8388_24362-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAACAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTTATGCTTTTTTAATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGGTTCTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610370 Cricotopus sp.  water mite diet isolate 11812-BHL101516-GBD18851_7020-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCA

TGCCGGATCATTCATTGGAGACGATCAAATTTATAACGTTCTTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTATTTCAAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610371 Cricotopus sp.  water mite diet isolate 11814-BHL101516-GBD22649_25655-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTACTTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTATAATTGGAGGATTTGGAAACTGATGAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTGCCCTCGAA

TAAATAATATAAGTTTTTGATTATGACCCCCTTCTCTCACCTTACTTCTATCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610372 Cricotopus sp.  water mite diet isolate 11816-BHL101516-GBD17235_11472-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGTTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTCGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATGACACCCTTCTCTCACCTTACCACTTTCAAGTTCAATAGTTGAAAATGGAGCTAGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610373 Cricotopus sp.  water mite diet isolate 11819-BHL101516-GBD23594_22938-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGGTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGTGGCTCCTGATATAGCTTTCCCCCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCTCACACCTTACTTCTTTCAAGATCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610374 Cricotopus sp.  water mite diet isolate 11822-BHL101516-GBD26071_19941-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACCTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGAGTATTACCCCCCTCTCTAACCTTACTACGTTCAAGGACAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610375 Cricotopus sp.  water mite diet isolate 11823-BHL101516-GBD11801_8524-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGGATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTACTTGGAGATGATCAAATTTATAACTTTATTGTTACAGCTCATGCTTTTGTAATAACTTTTTTCATAG

TTATACCTCTTTTAATTGGAGGATTTGGAAACTGATTAGTACCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTGCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610376 Cricotopus sp.  water mite diet isolate 11824-BHL101516-GBD26789_22813-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAGTAGTAGGGACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCGCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACCTTACTTCTATCAAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610377 Cricotopus sp.  water mite diet isolate 11825-BHL101516-GBD28233_17699-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGACGGCTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCCTA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGACTCCTGATATAGCTTTCCCTCGA

ATAAATAAGATAAGTTTTTGATTATTACCCCCTTCTCTCACCTGACGTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610378 Cricotopus sp.  water mite diet isolate 11827-BHL101516-GBD17514_26927-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAACTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCAT

GCCGAATCATTAATTGGAGCTGATCAAATTTATAACGTTATTGTTACAGCTCATGCTCTTGTAATAATTTTTTTCATAGTTA

TTCCTATTTTAATTGGAGGATTTGGAAACTGAGTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610379 Cricotopus sp.  water mite diet isolate 11828-BHL101516-GBD22829_14234-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGCATAGTAGGGACTTCCTTGAGAATCTTACTTCGAGCTGAATTAGGTCAT

GCCGGATCTTTACTTGGAGATGATCTAATTTATAACGTTATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610380 Cricotopus sp.  water mite diet isolate 11833-BHL101516-GBD10703_3722-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGC

CATACCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTATTACCCCCATCTCTAACCTTACTACTTGCAAGTGCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610381 Cricotopus sp.  water mite diet isolate 11835-BHL101516-GBD24302_9878-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

AATGCTGGATCATTAATTGGAGATGATCAAATTTATAACTTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGTAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTTCCCCCTTCTCTCACCCTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610382 Cricotopus sp.  water mite diet isolate 11837-BHL101516-GBD27601_22366-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATACCGGATCATTTATTGGTGATGATCAAATTTATAACGTTATTGTTATAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTCGTTCCTCTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTGACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610383 Cricotopus sp.  water mite diet isolate 11838-BHL101516-GBD7950_6959-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTAGGAGCTTGATCAGGAATAGTTGGAACTTCCTTGAGAATATTAATTCGAGCTGAATTATGTCAT

GCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCACATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610384 Cricotopus sp.  water mite diet isolate 11841-BHL101516-GBD10470_8706-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GACCATTATATTTTATTTTCGGATCTTGATCAGTAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGTGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGGTTTTGATTATTACCCCCTTCGCTCACCTTACCTCTTTCAAGTTCAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610385 Cricotopus sp.  water mite diet isolate 11844-BHL101516-GBD23279_18177-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGAAAATTATTTGGAGATTATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCATTTAATGTTAGGGGCTCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610386 Cricotopus sp.  water mite diet isolate 11847-BHL101516-GBD8723_5711-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTTATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGACTTAGGTC

ATGCCGGATCATCAATTGGAGATGTTCAAATTTATAACTTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGAGTTGGAAACTGATTAGTTCCTTTAATGTTCGGGGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGGTTTTGATTATTACCCCCTCCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610387 Cricotopus sp.  water mite diet isolate 11848-BHL101516-GBD25476_24150-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CAGGCCGGATTATTAATTGGAGGTGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCGTCTCGAACCTTACTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610388 Cricotopus sp.  water mite diet isolate 11854-BHL101516-GBD15264_27873-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTGTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGT

CATGCTGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATGCCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTATCAAGTACAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610389 Cricotopus sp.  water mite diet isolate 11856-BHL101516-GBD13987_2155-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTGAATTCGAGCTGAATTAGGT

CATGCCGGATCTTTAATTGGAGATGATCAAATTTATGACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTTTTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTTCCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGCGCTTGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610390 Cricotopus sp.  water mite diet isolate 11857-BHL101516-GBD4796_10020-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATCTTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGATTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTCATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATGTGGAAACTGATTAGTTCCTTTAATGTTAGGGACTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTCCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610391 Cricotopus sp.  water mite diet isolate 11860-BHL101516-GBD7092_18023-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTGAGAATCTTTATTCGAGCTGAATTAGGT

CATACCGGATCATTTATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTATAATAATTTTTTTCATAG

TTATACCTATTTTAATTGAAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610392 Cricotopus sp.  water mite diet isolate 11863-BHL101516-GBD23874_23391-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGTAGCTTGACCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCAT

GACGGAGCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGTAAACTGATTAGTTCCTTTAATGTTAGTGGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCTCACACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610393 Cricotopus sp.  water mite diet isolate 11864-BHL101516-GBD3398_16402-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTAGGAGCTTGATCGGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGTGATTATCAAATTTATAACGTTATTGTTACAGCTCATGATTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCTCCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGAAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610394 Cricotopus sp.  water mite diet isolate 11866-BHL101516-GBD19650_13151-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCAT

TCCGGAACATTCATTGGAGATGATCAAATTTATAACGTGATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTGTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610395 Cricotopus sp.  water mite diet isolate 11867-BHL101516-GBD24850_13531-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTATTAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTATCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCACCTACTCTAACCGTACTACATTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610396 Cricotopus sp.  water mite diet isolate 11868-BHL101516-GBD25904_15241-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGATTTCCTTGAGTATCTTAATTCGCGTTGAATTAGGTCAT

GCCGGATCATTAATTGGAAATGATCAAATTTATAACGTTATTGTTGCAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTACTTTCAAGTACAATTGTTGAAAAGGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610397 Cricotopus sp.  water mite diet isolate 11870-BHL101516-GBD26789_15631-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGACGGTACCTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTGATACCTATTTTAATTGTAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGTCGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610398 Cricotopus sp.  water mite diet isolate 11871-BHL101516-GBD17067_5849-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATTATTAATTGGAGATGAGCAAATTTATAACGTTATTGTTACAGCGCATGCTTTTTTAAGAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATTTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610399 Cricotopus sp.  water mite diet isolate 11874-BHL101516-GBD11141_24505-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAATAGGGACTTCATTGAGTGTCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCTTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTACTAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATGTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610400 Cricotopus sp.  water mite diet isolate 11875-BHL101516-GBD7274_25403-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATCCCGGATCTTTTATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTACCCCCTTCTCTAACCCTACTTCTTTCAAGTTCAATCGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610401 Cricotopus sp.  water mite diet isolate 11876-BHL101516-GBD19350_17213-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCATTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCACCTTCTCTCACCTTATTTCTTTCAAGTAGAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610402 Cricotopus sp.  water mite diet isolate 11878-BHL101516-GBD25081_13835-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGGATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAACTAGGT

CATGCCGGCTCATTAATTGGAAATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATATTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTGCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610403 Cricotopus sp.  water mite diet isolate 11880-BHL101516-GBD4615_18109-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGT

CATGCCGGTTCATTTATTGGAGATGACCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCCTTCTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610404 Cricotopus sp.  water mite diet isolate 11885-BHL101516-GBD23370_9465-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCCTAATTCGAGCTGTATTAGGT

CACGCCGGATCATTAATTGGCGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCGTACAGCTTTCAAGTGCAATTGTTGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610405 Cricotopus sp.  water mite diet isolate 11888-BHL101516-GBD8098_21759-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAGCATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGTTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCTCTCACCATACTTCTTTCAAGTACAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610406 Cricotopus sp.  water mite diet isolate 11890-BHL101516-GBD13087_27161-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CACGCCGGATTATTAATTGGAGATGATCAATTTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCGCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610407 Cricotopus sp.  water mite diet isolate 11892-BHL101516-GBD25730_16150-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAGTAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGAATCATTATTTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGCAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTCATTAGTTCCTTTAATGTTAGGAACTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATAGTTGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610408 Cricotopus sp.  water mite diet isolate 11895-BHL101516-GBD24560_20966-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGTTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCTGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGAGTTGGTAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTATTACCACCTTCTCACACCTTACTTATTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610409 Cricotopus sp.  water mite diet isolate 11896-BHL101516-GBD10414_12036-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTCGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGTTGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTAAACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGTCTCCTGATATAGCTTTCCCTCGAA

TAAAAAATAAAAGGTTTTGATTATTTCCCCCTTCACTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610410 Cricotopus sp.  water mite diet isolate 11898-BHL101516-GBD24670_24823-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGTTGAATTAGGC

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAG

TTATACCTATATTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTATCAAGCTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610411 Cricotopus sp.  water mite diet isolate 11902-BHL101516-GBD22670_23087-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGTTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACATCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACATATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTGTTTGATTATTACCCCCTTCTCTCACCTTACTTCATTCAAGTTCAATTGTTGAAAATGGAGCTGAAGC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610412 Cricotopus sp.  water mite diet isolate 11904-BHL101516-GBD10041_15134-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATTCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTTTTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATAACTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAAAGTTAGGGACTCCTGATATAGCGTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCGTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610413 Cricotopus sp.  water mite diet isolate 11906-BHL101516-GBD10443_25020-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTCTATTTTATTTTCGGAGCTTGATCAGGAATTGTAGGGCCTTCCTCGAGAATCTTAATTCGAGCTGAATTGGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTAACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTATCCCCTTCTCTCACCTTACTTCTCTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610414 Cricotopus sp.  water mite diet isolate 11908-BHL101516-GBD6967_8517-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCACATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTTGTTCCCTTAATGTTTGGGGCTCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATGATTACCCCCTTCTCTCACCTTACTTCTTTCTAGTTCAATCGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610415 Cricotopus sp.  water mite diet isolate 11909-BHL101516-GBD28738_17448-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTAGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGTATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATATTAATTGGAGGGTTTGGAATCTGATTAGTTCCTTTAATGTTAGGGACTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACATCTATCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610416 Cricotopus sp.  water mite diet isolate 11910-BHL101516-GBD12055_13614-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCAT

GCCGGATCATTAATTGGTGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGGTTAGTTCCTTTAATGTTAGGGGCTCCTGATATGGCTTTTCCTCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610417 Cricotopus sp.  water mite diet isolate 11914-BHL101516-GBD22921_15506-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGA

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATCCCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTTCCCCCTTCCCTCACCTTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610418 Cricotopus sp.  water mite diet isolate 11917-BHL101516-GBD9493_14885-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATCTTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGATAATCTTAATTCGAGCTGAGTTAGGTCAT

GCCGGATCATTAATTGGTGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGGTTTTGATTATTACCCCCTTCTCTCACCTTACCTCTTTCAAGTACAATTGTTGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610419 Cricotopus sp.  water mite diet isolate 11918-BHL101516-GBD13279_27344-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCCT

GCCGGATCATTAATTGGAGATGATCAAATTTATAACGTAATTGTCACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTACTCCCCCCTTCTCTAACCTTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610420 Cricotopus sp.  water mite diet isolate 11919-BHL101516-GBD13372_11794-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGACCTGAATTAGGT

CATGCCGTATCATTAATTGGAGATGTTCAAATTTATATCGTTATTGTTACAGTTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACCTTACTACTTTCAAGTTCAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610421 Cricotopus sp.  water mite diet isolate 11925-BHL101516-GBD19653_6964-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGTGCATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCTTTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTACTTTCAAGTACAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610422 Cricotopus sp.  water mite diet isolate 11928-BHL101516-GBD20531_7993-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGGATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCAGCTCTCACCTTACTTCTATCAAGGGCAATAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610423 Cricotopus sp.  water mite diet isolate 11930-BHL101516-GBD15625_2556-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATTCCTTATCATTAATTGGAGATGATCAAATTTATAACGTTATGGTTACAGCTCATGCATTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCTCTTCTCTCACCTTACTTCTTTCCAGTTCAATTGTTGAAAATGGAGCTGGACC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610424 Cricotopus sp.  water mite diet isolate 11932-BHL101516-GBD5143_8576-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCTGGTTCATTTATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTATTACCCCCTTCACTCACCCTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610425 Cricotopus sp.  water mite diet isolate 11938-BHL101516-GBD27880_15922-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCAT

GCCGGGTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGATTTTGTCATAATTTTTTTCATAGTT

ATCCCTATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610426 Cricotopus sp.  water mite diet isolate 11940-BHL101516-GBD9140_22862-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGCTCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTACTTTAATGTTAGTGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTGTTGATTATTACCCCCTTCTCGCACCTTACTTCTTGCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610427 Cricotopus sp.  water mite diet isolate 11943-BHL101516-GBD23234_11725-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGACTTAGGTCAT

GCCGGATCATTAATTGGAGATGATCAAATTTATAACATTCTTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTATTACCACCTTCTCTCACCTTACTGCTTTCAAGTGCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610428 Cricotopus sp.  water mite diet isolate 11946-BHL101516-GBD3939_17601-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGAACATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCTTTAATGTTGGGAGCTCCTGATATAGCTTTCCCCCGA

ATAAATAATATAAGATTTTGACTATTACCCCCTTCCCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610429 Cricotopus sp.  water mite diet isolate 11949-BHL101516-GBD13372_15184-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGC

CATCCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCACATGCTTTTGTAATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTTGTTCCTTTAATGTTAGGGGCACCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCCTACTTCTTTCAAGTTCAATGGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610430 Cricotopus sp.  water mite diet isolate 11950-BHL101516-GBD16962_6694-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTAAATTAGGT

CATGCCGGATCATTTATTGGTGATGATCATATTTATAACGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAG

TTATATCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCCTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610431 Cricotopus sp.  water mite diet isolate 11951-BHL101516-GBD9178_3328-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCAGGATCATTAATTGGAGATGATCAAATTTATAACTTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCGTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCGTCTCTCACCTTACTACTATCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610432 Cricotopus sp.  water mite diet isolate 11953-BHL101516-GBD20696_20510-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGTTACTTCCTTGTGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGTTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTGGGGGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGGTTATTACCCCCATCTCTCACCTTACTACTTTCAAGTTCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610433 Cricotopus sp.  water mite diet isolate 11958-BHL101516-GBD26392_11864-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGA

CATGCCGGACCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTGATA

GTTATACCTATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCGGCTCTCACCTTACTTCTATCAAGTGCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610434 Cricotopus sp.  water mite diet isolate 11961-BHL101516-GBD19400_23018-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTAAATTAGGT

CATGCTGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTACTTTCAAGTGCAGTTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610435 Cricotopus sp.  water mite diet isolate 11967-BHL101516-GBD15868_3663-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGAAGGGACTTCCTTGAGAATCTTAATGCGAGCTGAATGAGGT

CATGCCGGTTCATTAATTGGAGATGATCTAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCGTAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTCTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCCCCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610436 Cricotopus sp.  water mite diet isolate 11970-BHL101516-GBD25225_19537-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACATTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGTGTCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATGATTACCCCCTTCTCTCACCTTACATCAATCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610437 Cricotopus sp.  water mite diet isolate 11971-BHL101516-GBD28773_18680-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATATATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTGTACCTATTTTAATTGGAGGATTTGGAAACTGATTAATTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTACTCTCACCTTACTTCTTTCAAGTGCAATCGTTGAAAATGGAGCGGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610438 Cricotopus sp.  water mite diet isolate 11974-BHL101516-GBD24599_11119-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTCTATTTTATTTTCGTAGCTTGATCAGGAATAGTATGGACTTCCTTGAGAATCTTACTTCGAGCTGAATTAGGTC

CTGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATGGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGATGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTGTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610439 Cricotopus sp.  water mite diet isolate 11976-BHL101516-GBD25913_10162-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAGTAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGCTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACATCACATGCTTTTGTAATAATTTTTTCCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610440 Cricotopus sp.  water mite diet isolate 11981-BHL101516-GBD27606_17366-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACCTTATATTTTATTTTCGGCGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAACTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGCTCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCGTCTCTCACCTGACTTCAGTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610441 Cricotopus sp.  water mite diet isolate 11989-BHL101516-GBD28359_15991-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGAATGGACTTCCTTTAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAAAGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAAATGGAGTATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTGTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTACAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610442 Cricotopus sp.  water mite diet isolate 11992-BHL101516-GBD26437_24311-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGCTCAGGAACAGTAGGGACTTCCTTGAGCATCTTAATTCGCGCTGACTTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTGGGGGCTCCTGATATAGCTGGCCCTCG

AATAAATAATATAAGTTTTTGATTATTACCCCCTGCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610443 Cricotopus sp.  water mite diet isolate 11994-BHL101516-GBD28067_14638-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGA

CATGACGGATCATTAATTGGAGATGATCAACTTTATAACGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGTAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTACAATTGATGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610444 Cricotopus sp.  water mite diet isolate 11995-BHL101516-GBD25336_21492-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGTTGAATTAGATCAT

GCAGGATCATTATTTGGAGATGATCAAATTTATAACTTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAAGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGACTAA

ATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAACTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610445 Cricotopus sp.  water mite diet isolate 11996-BHL101516-GBD6654_17206-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGTCAT

GCCGGATCATTAATTGGTGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCACCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610446 Cricotopus sp.  water mite diet isolate 11997-BHL101516-GBD29424_16024-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGGACTTCCTTAAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAACTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCACTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACCACTTTCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610447 Cricotopus sp.  water mite diet isolate 11998-BHL101516-GBD9073_19962-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATCTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTGCTTGGAGATGATCAAATTTATAACATTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCCTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTGCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610448 Cricotopus sp.  water mite diet isolate 12004-BHL101516-GBD24598_8919-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGACGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCACCTGATATAGCCTTCCCTCGA

ATAAATAATATAAGTTTTTGACTACTACCCCCTGCTCTCACCTTACTTCTATCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610449 Cricotopus sp.  water mite diet isolate 12013-BHL101516-GBD8628_10692-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTCATTCGAGCTGTCTTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTAATGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAAGGTTGGGGACTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATGACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610450 Cricotopus sp.  water mite diet isolate 12015-BHL101516-GBD24928_6364-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAGTAGTAGGGCCTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGCTATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTCTTGATTACTACCCCCTCCTCTCACCTTACTGCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610451 Cricotopus sp.  water mite diet isolate 12019-BHL101516-GBD11359_13636-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGTCAT

GCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCGTAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATA

AACAATATAAGGTTTTGAGTATTACCCCCTTCTCTAACCTTACTTCTGTCAAGTACAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610452 Cricotopus sp.  water mite diet isolate 12026-BHL101516-GBD22566_9138-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CAAGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGGTCATGCTTTTGTAATAATTTTTTTCATA

ATTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCCCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTACTTCTTTCAAGTACAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610453 Cricotopus sp.  water mite diet isolate 12033-BHL101516-GBD23722_15987-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAGTTAGGT

CATGCCGGATCATTAATTGGTAATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATCCCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGGTTTTGAATATTACCCCCTTCTCTCACCTTACTTCTGGCAAGTTCAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610454 Cricotopus sp.  water mite diet isolate 12038-BHL101516-GBD5081_9424-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTCGAGAATCTTAATTCGAGCTGAATTAGGTCA

TTCCGGATCATTAATTGGAGATGATCAAATTTATAACATTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTACCTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610455 Cricotopus sp.  water mite diet isolate 12298-BHL040517-GBD6042_11710-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATCCCGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTTCCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610456 Cricotopus sp.  water mite diet isolate 12844-BHL040517-GBD3847_15480-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610457 Cricotopus sp.  water mite diet isolate 13026-BHL040517-GBD15996_2910-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGTTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGCA

TAAATAATATAAGTTTTTGATTGTTGCCCCCTTCTTTCACCTTACTCCTATCAAGTTCAATTGTTGAAAATGGAGCTGGAT

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610458 Cricotopus sp.  water mite diet isolate 13109-BHL040517-GBD12685_15072-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTCGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGTTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610459 Cricotopus sp.  water mite diet isolate 13134-BHL040517-GBD19747_5862-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTCTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGA

ACAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCGGACGTCGTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610460 Cricotopus sp.  water mite diet isolate 13153-BHL040517-GBD8049_5637-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTC

ATGCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTCGTAATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGGGCACCAGATATAGCCTTTCCCCGG

ATAAATAACATAAGTTTTTGACTTCTACCCCCATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610461 Cricotopus sp.  water mite diet isolate 13214-BHL040517-GBD14642_19414-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTC

ATGCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTCGTAATAATTTTTTTTATAG

TAGTACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGGGCACCAGATATAGCCTTTCCCCGG

ATAAATAACATAAGTTTTTGACTTCTACCCCCATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610462 Cricotopus sp.  water mite diet isolate 13251-BHL040517-GBD24360_9888-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAG

AAATAACATAAGATTTTGATTAATTCCACCTTCATTAACATTATTATTATCAAGATCTCTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610463 Cricotopus sp.  water mite diet isolate 13416-BHL040517-GBD5392_10112-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCTTAAGAATCTTAATTCGAGCTGA

ATTAGGTCATGCCGGGTCGTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTC

CCCTCGAATAAATAATAAAAGTTTTTGATTATTACCCCCTTCTCTTACCTTAATACTTACAAGTTCAATTGTTGAAAATGAA

GCTGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610464 Cricotopus sp.  water mite diet isolate 13464-BHL040517-GBD10365_15910-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCATGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGA

ATTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTTATATAGCATT

CCCTCGAATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTTACCTTATTATTATCAAGTTCAATTGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610465 Cricotopus sp.  water mite diet isolate 13567-BHL040517-GBD11400_8597-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CGTGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610466 Cricotopus sp.  water mite diet isolate 13672-BHL040517-GBD5246_17996-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGCACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTTGGTACTTCCCTTAGAATCTTAATTCGAGCTGAA

TTATGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTT

TCATAGTTATACCTATTTTAATTGGTGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGCTCCTGTTATAGCTTTCCC

TCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTGCAATTGTTGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610467 Cricotopus sp.  water mite diet isolate 13711-BHL040517-GBD13949_26056-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGAGCTTGATCAGGGATAGTAGGAACTTCTCTAAGAATCTTAATTCGAGCTGA

ATTAGGTCATCCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATCTTAATTGGTGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR960636, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610468 Cricotopus sp.  water mite diet isolate 13744-BHL040517-GBD26133_18382-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGTTCATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGAA

TTAGGTCATGCCGGGACATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTT

TTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTAATATAGCTTTC

CCTCGAATAAATAATATAAGATTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTACAATTGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610469 Cricotopus sp.  water mite diet isolate 13828-BHL040517-GBD2287_18430-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACTTTATATTTTATTTTCGGGGCTTGATCAGCGATAGTAGGAACTTCCTTAAGAATCTTAATTCGAGCTGA

ACTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATATTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTAACCTTATTACTATCAAGTTCAATTGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610470 Cricotopus sp.  water mite diet isolate 13853-BHL040517-GBD18085_3228-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCCGA

ATTAGATCATTCCTTTTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTT

TTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTC

CCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTATCTTATTACTTTCAAATTCAATTGTTGAAAATGGAG

CTGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610471 Cricotopus sp.  water mite diet isolate 13875-BHL040517-GBD24132_15702-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGAACTTCCCTTAGAATCTTAATTCGAGCTGA

ATTAGGTCATGCCGGGTCATTATTTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATTCTTTTGTAATAATTTTT

TTCATAGTTATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTC

CCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTAACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610472 Cricotopus sp.  water mite diet isolate 14002-BHL040517-GBD12227_27075-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCACCTTCTCTCAACTGACATCATTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610473 Cricotopus sp.  water mite diet isolate 14034-BHL040517-GBD23080_7188-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTCGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAATTTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610474 Cricotopus sp.  water mite diet isolate 14049-BHL040517-GBD24338_9097-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTCTAAGAATTTTAATTCGAGCTGAATTAGGTC

ATGCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTCGTAATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGGGCACCAGATATAGCCTTTCCCCGG

ATAAATAACATAAGTTTTTGACTTCTACCCCCACCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610475 Cricotopus sp.  water mite diet isolate 14229-BHL040517-GBD25049_14179-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGC

CATGCCGGAACATTAATTGGAGATGATCAAGTTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTCCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610476 Cricotopus sp.  water mite diet isolate 14231-BHL040517-GBD26931_19843-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACTTCTTTTAGAATTTTAATTCGAGCAGAATTAGGTCATG

CTGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAAT

ACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCACGAATAA

ATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610477 Cricotopus sp.  water mite diet isolate 14311-BHL040517-GBD21339_26927-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACTTCTCTTAGAATTTTAATTCGAGCTGAATTAGGTCATC

CGGATTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAAT

ACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATAA

ATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGAACTACAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610478 Cricotopus sp.  water mite diet isolate 14312-BHL040517-GBD24809_23691-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACATCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCAT

GCGGGTTCTTTACTTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCCCGAATA

AATAACATAAGATTTTGATCATTACCACCTTCGTTAACATTATTATTATCAAGATCGATTGTAGAAAAGGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610479 Cricotopus sp.  water mite diet isolate 14326-BHL040517-GBD7968_25838-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGCATAGTGGGCACCTCTCTTAGAATTTTAATTCGAGCAGAATTCGGTCA

TGCCGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCTTCATTAACATTATTATTATCAAGATCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610480 Cricotopus sp.  water mite diet isolate 14416-BHL040517-GBD21703_17460-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGTGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGGTTTTGATTATTACCCCCTTCTCTCACCTTGCTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610481 Cricotopus sp.  water mite diet isolate 14641-BHL040517-GBD22006_7244-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610482 Cricotopus sp.  water mite diet isolate 14686-BHL040517-GBD11465_11940-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610483 Cricotopus sp.  water mite diet isolate 14982-BHL040517-GBD24826_9835-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGGGCATGGCCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTC

ATGCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTCGTAATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATACTTGGGGCACCAGATATAGCCTTTCCCCGGA

TAAATAACATAAGTTTTTGACTTCTACCCCCATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610484 Cricotopus trifasciatus water mite diet isolate 792-BHL040916-GBD26255_8526-Ldc69 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGCACTTCTCTAAGAATTTTAATCCGGGTCGAATTAGGACAT

GCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTCATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCTTCACTTACATTATTACTATCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW610485 Cricotopus trifasciatus water mite diet isolate 908-BHL100916-GBD13261_26735-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGGACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTTCTGATATAGCGTTCCCTCGACT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACATTATTACTTTCAAGTTCACTAGTAGAAAATGGAGCTGCAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW610486 Cricotopus trifasciatus water mite diet isolate 1855-BHL072216-GBD27250_11414-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGGACATCTCCAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTCCTTCCCCCTTCTCTTACATTATTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW610487 Cricotopus trifasciatus water mite diet isolate 2310-BHL072216-GBD15987_12261-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTCATCTTCGGAGCATGATCAGGAATAGTAGGGACTTCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCGCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCTTCTCTTACATTATTACTATCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW610488 Cricotopus trifasciatus water mite diet isolate 13060-BHL040517-GBD12190_21406-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGCACATCTCTAAGAATTTTAATCCGGGCCGAATTATGACAT

GCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACATTATTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW610489 Cricotopus trifasciatus water mite diet isolate 13392-BHL040517-GBD21770_3085-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGGACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACATTATTACTTTCAAGTTCAATTGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW610490 Cricotopus trifasciatus water mite diet isolate 13858-BHL040517-GBD9920_24410-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGGACATCTCTAAGAATTTTAATCCGGGCCGAGTTAGGAC

ATGCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTCTTGACTACTTCCCCCTTCTCTTACATTATTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW610491 Cricotopus trifasciatus water mite diet isolate 14054-BHL040517-GBD7751_18911-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGGACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTAACATTATTACTTTCAAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW610492 Cryptochironomus sp. water mite diet isolate 533-BHL040517-GBD3940_15691-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAATATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTCTTGGAGACAACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

CTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTGTGGGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGAGTTTGACTTTTACCACCAGCCTTGACTCTTCTTCTTTCAAAATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610493 Cryptochironomus sp. water mite diet isolate 6952-BHL032417-GBD25337_6260-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGATTTAGGACGATCA

GGAACTTTTATTGGAGACGACCAATTTTTTAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGTTATAC

CATTTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAATAAAT

AATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610494 Cryptochironomus sp. water mite diet isolate 7093-BHL032417-GBD27290_14484-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

AACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCGTAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTATTACCCCCATCCTTAACTCTACTACTATCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610495 Cryptochironomus sp. water mite diet isolate 7132-BHL032417-GBD4044_12933-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACATTATTTTTGGGGCATGATCCGGAATAGTGGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACGACCA

GGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAGTTTTTTTCATGGTTATA

CCATTTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTGGGATCCCCAGATATAGCATTTCCCCGAATAAAT

AATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610496 Cryptochironomus sp. water mite diet isolate 7177-BHL032417-GBD26944_9660-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

AACCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGAGCCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTTCTACCCCCATCCTTAACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ445484, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610497 Cryptochironomus sp. water mite diet isolate 7209-BHL032417-GBD28208_15307-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTGGAGCTTGATCAGGAATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACA

ACCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAATACTAGGAGCCCCAGATATAGCATTTCCCCGAAT

AAATAATATAAGATTTTGACTATTACCCCCATCTTTGACCCTTCTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610498 Cryptochironomus sp. water mite diet isolate 7211-BHL032417-GBD24056_8573-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTCGGAC

GATCAGGATCTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAACACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTATTACCCCCATCCTTGACTCTACTACTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610499 Cryptochironomus sp. water mite diet isolate 7220-BHL032417-GBD11573_27586-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACTTCTTTAAGCATATTAATTCGAGCAGAATTAGGAC

GTCCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTAGGAGCCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTATTACCCCCATCCTTAACTCTACTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610500 Cryptochironomus sp. water mite diet isolate 7230-BHL032417-GBD9248_3789-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACCGAATTCGGACGAC

CAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGTTAT

ACCATTTTTAATTGGAGGATTCGGAAATTGATTAGTACATCTTATACTGTGAGCCCCAGATATAGCATTTCCCCGAATAA

ATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610501 Cryptochironomus sp. water mite diet isolate 7269-BHL032417-GBD16527_14517-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCAGAATTAGGACGAC

CAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGTTAT

ACCATTTTTAATTGGAGGAATCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCAGAATAA

ATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610502 Cryptochironomus sp. water mite diet isolate 7271-BHL032417-GBD25475_13953-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGTATATTAGGAACATCATTAAGTATATTAATTCGAGCAGAATTAGGACC

ACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATGGTT

ATACCATTTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTGAGAACCCCAGATATAGCATTTCCCCGAATA

AATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTACTACTATCAAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610503 Cryptochironomus sp. water mite diet isolate 7285-BHL032417-GBD12548_23390-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTTATTCGAGCAGAATTAAGACG

ACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGT

TATACCATTTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTTGGAGCATCTGACATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTACTTTCGTAGAAAATGGAGCTGGAAC

GGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610504 Cryptochironomus sp. water mite diet isolate 7287-BHL032417-GBD23446_13417-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGACCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAATACTGGGAGCCCCAGATATAGCATTCCCCCGA

ATAAATAATATAAGATTTTGACTATTACCCCCATCCTTAACTCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610505 Cryptochironomus sp. water mite diet isolate 7343-BHL032417-GBD13238_13672-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCCGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCATTTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTAGGAGCCCCAGATATGGCATTTCCACGAA

TAAATAATATAAGATTTTGACTATTACCACCATCCTTGACTCTACTTCTTTCAAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610506 Cryptochironomus sp. water mite diet isolate 7364-BHL032417-GBD27510_17099-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCTTTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGAAAATGATTAGTACCTCTTATACTAGGAGCTCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCTTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610507 Cryptochironomus sp. water mite diet isolate 7422-BHL032417-GBD12688_9911-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCATTTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGAAAAAGCAATTCCCCGA

AAAAAAAATAAAAGAATTTGACCTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610508 Cryptochironomus sp. water mite diet isolate 7489-BHL032417-GBD11392_24163-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGAACTTCTTTAAGTATATTAATTAGAGCAGAATTAGGATGAC

CAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGTTAT

ACCATTTTTAATTGGATGATTTGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAATAAA

TAATATAAGATGTTGACTTTTACCCCCATCCTTAACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610509 Cryptochironomus sp. water mite diet isolate 7555-BHL040517-GBD4211_14183-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTAATGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGTTTCTGACTTTTACCCCCCTCCCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610510 Cryptochironomus sp. water mite diet isolate 7680-BHL040517-GBD25217_14234-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGAA

TAAAAAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGAAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610511 Cryptochironomus sp. water mite diet isolate 7683-BHL040517-GBD26947_13739-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATCTTAGGAACCTCATTAAGTATATTAATTCGAGCAGATTTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

CTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610512 Cryptochironomus sp. water mite diet isolate 7688-BHL040517-GBD27719_10303-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTCCACTAAGAATATTAATTCGAGCTGAACTAGGACAT

CATGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

GACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGAATA

AATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610513 Cryptochironomus sp. water mite diet isolate 7706-BHL040517-GBD24731_7714-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGTC

ACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610514 Cryptochironomus sp. water mite diet isolate 7731-BHL040517-GBD13356_8686-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCTAGCGGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGCAATTGTAACAGCTCATGCTTTTATTATGATTTTTTTCATGG

TTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610515 Cryptochironomus sp. water mite diet isolate 7761-BHL040517-GBD17394_15239-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGTTA

TATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGAATA

AATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCGTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610516 Cryptochironomus sp. water mite diet isolate 7845-BHL040517-GBD8693_12744-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGCATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATATCAATTTTAATTGGAGGATCCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCATCTCCTTTCTAGTTCTTTCGTAGAAAATGGAACTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610517 Cryptochironomus sp. water mite diet isolate 7864-BHL040517-GBD12354_22090-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTCATGGTT

ATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGAAT

AAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610518 Cryptochironomus sp. water mite diet isolate 7955-BHL040517-GBD19979_5125-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATTTTAATTCGAGCAGAATTAGGAC

AACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTCTAATAATTTTTTTCATGG

TTATATCAATTTTAATTGGAGGATTTGGAAATTGATTAGTATCTCTAATACTGGGAGTCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTACTTCTATCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610519 Cryptochironomus sp. water mite diet isolate 8068-BHL040517-GBD10076_23706-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATTAGGAC

GACCCGGAACTTTCGTTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ445484, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610520 Cryptochironomus sp. water mite diet isolate 9899-BHL040517-GBD11923_4959-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610521 Cryptochironomus sp. water mite diet isolate 9943-BHL040517-GBD4496_11114-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ445484, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610522 Cryptochironomus sp. water mite diet isolate 10004-BHL040517-GBD22016_19277-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGTATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTTCTTCTTTCTAGTTCTTTCATAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610523 Cryptochironomus sp. water mite diet isolate 10051-BHL040517-GBD21550_18048-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGTATATTAATTCGAGCAGAATTAGGACGA

CCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGTT

ATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAAT

AAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610524 Cryptochironomus sp. water mite diet isolate 10068-BHL040517-GBD8873_19679-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCGAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610525 Cryptochironomus sp. water mite diet isolate 10074-BHL040517-GBD18426_17435-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGGACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ207490, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610526 Cryptochironomus sp. water mite diet isolate 10101-BHL040517-GBD18949_23771-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGTGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCGAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR769864, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610527 Cryptochironomus sp. water mite diet isolate 10118-BHL040517-GBD13027_27082-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610528 Cryptochironomus sp. water mite diet isolate 10154-BHL040517-GBD8761_7174-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGATCTGAATTAGGACATC

CTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTCATGGTTAT

ACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTGATAATGTTAGCCCCAGATATAGCATTTCCCCGAATAA

ATAATATAAGATTTTGACCTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610529 Cryptochironomus sp. water mite diet isolate 10226-BHL040517-GBD17666_19347-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGGGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGTGAGCCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610530 Cryptochironomus sp. water mite diet isolate 10237-BHL040517-GBD13103_12408-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAGGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610531 Cryptochironomus sp. water mite diet isolate 10249-BHL040517-GBD8394_4652-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATACGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTCATGGTT

ATACCAATTTTAATTGGAGGATTCGGACATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAAT

AAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610532 Cryptochironomus sp. water mite diet isolate 10291-BHL040517-GBD6571_25926-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTAGGACGACCA

GGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGTTATAC

CAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTGCCCGAATAAAT

AATATAAGATTTTGACTTTTGCCACCATCCTTGACTCTGCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610533 Cryptochironomus sp. water mite diet isolate 10392-BHL040517-GBD22957_6758-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCAAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGT

TATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAGTGGGGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR085381, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610534 Cryptochironomus sp. water mite diet isolate 10466-BHL040517-GBD4873_16153-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTGCCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KJ445484, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610535 Cryptochironomus sp. water mite diet isolate 10499-BHL040517-GBD15767_24478-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACCCAG

GCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTCATGGTTATACC

AATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATTGCATTTCCCCGAATAAATA

ATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610536 Cryptochironomus sp. water mite diet isolate 10511-BHL040517-GBD20197_28040-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACATTATTTTTGGGGCTTGATCCGGAATATTGGTAACTTCATTAAGTATATTAATTCGAGCAGAATTAGGACGACCA

GGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGTTATAC

CAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGTGAGCCCCAGATATAGCATTTCCCCGAATAAAT

AATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGAACAATTGTAGAAAGTGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610537 Cryptochironomus sp. water mite diet isolate 10638-BHL040517-GBD22801_5145-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGAATATTAGGAACTTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCAATTTTAATTGGAGGATTCGGAAATTGACTAGTACCTCTAATACTGGGAGCACCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTTTTGCCCCCATCATTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610538 Cryptochironomus sp. water mite diet isolate 10659-BHL040517-GBD8737_26052-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCCGG

GACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCTTGCTTTTATTATAATTTTTTTCATAGTTATACCA

ATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAA

TATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID KR085303, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610539 Cryptochironomus sp. water mite diet isolate 13973-BHL040517-GBD13932_7968-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACAACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGTGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610540 Cryptochironomus sp. water mite diet isolate 13988-BHL040517-GBD26548_6733-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGTATATTAGGAACCTCTTTAAGTATATTAATTCGAGCAGAATTAGGACG

ACCAGGAACTTTTATTGGAGACAACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATGGTT

ATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTAATACTGGGAGCCCCAGATATAGCATTTCCCCGAAT

AAATAATATAAGAGTTTGACTTTTACCCCCATCATTGACTCTACTACTATCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610541 Cryptochironomus sp. water mite diet isolate 13989-BHL040517-GBD29422_14662-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACAACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610542 Cryptochironomus sp. water mite diet isolate 13991-BHL040517-GBD21314_9934-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGGACTTCATTAAGAATGCTTATCCGAGCAGAATTAGGACGACC

AGGAACTTTTATTGGAGACAACCAAATTTATAATGTAATTGTAACAGCTCTTGCTTTTATTATAATTTTTTTCATGGTTATA

CCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCCTATACTGGGAGCCCCAGATATAGCATTTCCCCGAATAAA

TAATATAAGAGTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610543 Cryptochironomus sp. water mite diet isolate 13996-BHL040517-GBD27921_11610-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTTGGAGCTTGATCGGTAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACCCA

GGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTCATGGTTATA

CCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAATAAA

TAATATAAGAGTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610544 Cryptochironomus sp. water mite diet isolate 14041-BHL040517-GBD6686_8918-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATACTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTTATTCGAGCAGAATTAGGAC

GACCAGGAACTTTCATTGGAGACAACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTAATACTTGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGAGTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610545 Cryptochironomus sp. water mite diet isolate 14053-BHL040517-GBD29242_12577-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

AACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTTGGAGCCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGAGTTTGACTATTACCCCCATCCTTGACTCTACTATTTTCAAGAACAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610546 Cryptochironomus sp. water mite diet isolate 14062-BHL040517-GBD25556_19798-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTCGGGAGCTGGATCAGGGATATTAGGACCCTCATTATGTATATTAATTCGAGCAGAATTAGGAC

TACCAGGAACTTTTATTGGAGACAACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGAGTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGAAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610547 Cryptochironomus sp. water mite diet isolate 14074-BHL040517-GBD24980_25644-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAACTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAAAATTAGGAC

GACCAGGAACTTTTACTGGAGACAACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATCATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGAGTTTGACTATTACCCCCATCCTTGACTCTTATTCTTTCAAGATCAAGTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610548 Cryptochironomus sp. water mite diet isolate 14076-BHL040517-GBD3737_16271-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACA

ACCAGGAACTTTTATTGGAGATAACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAATACTGTGAGCCCCAGATATAGCATTTCCCCGAAT

AAATAATATAAGAGTTTGACTTTTATCCCCATCCTTGACTCTTCTTCTTTCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610549 Cryptochironomus sp. water mite diet isolate 14090-BHL040517-GBD7074_16402-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAGGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACAACCAAATTTATAATGTAATTGTAACGGCTCATGTTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAACATAAGAGTTTGACTTTTACCCCCATCCTTGACCCTTCTTCTATCAAGAACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610550 Cryptochironomus sp. water mite diet isolate 14097-BHL040517-GBD28405_14388-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTGATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACAACCAAATTTATAATATAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGA

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGAAATAGCATTTCCCCGA

ATAAAAAAAATAAGAGTTTGACTTTTACCCCCATCCTTGACCCTTCTTCATTCAAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610551 Cryptochironomus sp. water mite diet isolate 14138-BHL040517-GBD17684_24667-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACGACCA

GGAACTTTTATTGGAGACAACCAAATTTATAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATGGTTATA

CCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAATAAA

TAATATAAGAGTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610552 Cryptochironomus sp.  water mite diet isolate 775-BHL040916-GBD19296_24907-Ldc69 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAAAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610553 Cryptochironomus sp.  water mite diet isolate 1780-BHL110116-GBD22307_6310-Ldc71 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTTATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGATTTTATTATAATTTTTTTCATGG

TTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGTAGTCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610554 Cryptochironomus sp.  water mite diet isolate 2346-BHL072216-GBD7993_13575-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGTTTTTATCATAATTTTTTTCATGG

TTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610555 Cryptochironomus sp.  water mite diet isolate 2892-BHL032417-GBD24833_25328-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGTGATATTAGGAGCCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GTCCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCATTTTTAATTGAAGGATTTGGAAATTGATTAGTACCTCTTATATTGGGAGCCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTATTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610556 Cryptochironomus sp.  water mite diet isolate 3415-BHL032417-GBD10533_27108-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGATCAAAATTAGGACG

ACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGT

TATACCATTTTTAATTGGAGGATTCGGTAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAAT

AAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACACTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610557 Cryptochironomus sp.  water mite diet isolate 4335-BHL032417-GBD27273_18841-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GAACAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTATAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCATTTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTATTACCCCCATCCTTGACCCTACTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610558 Cryptochironomus sp.  water mite diet isolate 4579-BHL032417-GBD8333_24722-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCGGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCATTTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610559 Cryptochironomus sp.  water mite diet isolate 5608-BHL032417-GBD23246_5328-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGGGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCATTTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610560 Cryptochironomus sp.  water mite diet isolate 5825-BHL032417-GBD23906_6409-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGTC

GCCCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCATTTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTACTACTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610561 Cryptochironomus sp.  water mite diet isolate 6229-BHL032417-GBD25579_22287-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGTATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GTCCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATATTGGGAGCACCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTATTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610562 Cryptochironomus sp.  water mite diet isolate 6401-BHL032417-GBD7685_16742-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGGCGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCATTTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTAGGAGCCCCAGATATAGCATTTCCACGAA

TAAATAATATAAGATTTTGACTATTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610563 Cryptochironomus sp.  water mite diet isolate 7100-BHL032417-GBD26739_9424-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGTATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACA

ACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGTTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCTGATATAGCATTTCCCCGAAT

AAATAATATAAGATTTTGACTATTACCCCCATCCTTGACTCTACTTCTTTCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610564 Cryptochironomus sp.  water mite diet isolate 7279-BHL032417-GBD14511_13947-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACATTATTTTTGGGGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAAAATTAGGACGACCA

GGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCCTTTATTATAATTTTTTTCATGGTTATA

CCATTTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATATTGGGAGCCCCAGATATACCATTTCCCCGAATAAAT

AATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610565 Cryptochironomus sp.  water mite diet isolate 7354-BHL032417-GBD7964_7835-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTCTGGAGCTTGATCAGGGATATTAGGAACTTCATTAAGTATATTAATTCGAGCAGAATTAGGACGACCA

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCATGGTTATAC

CAATTTTAATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTAGGAGCCCCAGATATAGCATTTCCCCGAATAAAT

AATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610566 Cryptochironomus sp.  water mite diet isolate 8475-BHL101416-GBD23092_3817-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAGGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCATTTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610567 Cryptochironomus sp.  water mite diet isolate 9655-BHL032417-GBD22436_17557-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GAACAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610568 Cryptochironomus sp.  water mite diet isolate 9848-BHL040517-GBD17535_24246-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCTTTAAGTATATTAATTCGAGCAGAATTAGGACG

ACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGT

TATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTATTGCCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610569 Cryptochironomus sp.  water mite diet isolate 12114-BHL040517-GBD23092_3817-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAGGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCATTTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610570 Cryptochironomus sp.  water mite diet isolate 12597-BHL040517-GBD7760_17746-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACGGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCATTTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATACAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610571 Cryptochironomus sp.  water mite diet isolate 13940-BHL040517-GBD23068_8949-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAACATTTCCCCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610572 Cryptochironomus sp.  water mite diet isolate 13993-BHL040517-GBD11393_16274-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACATTATTTTTGGGGCTTGATCCGGGATATTAGGAAACTCATTAAGTATATTAATTCGAACAGAATTAGGACGACCA

GGAACTTTTATTGGAGACAACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGTTATAC

CAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAATAAAT

AATATAAGAGTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610573 Cryptochironomus sp.  water mite diet isolate 14022-BHL040517-GBD16444_2061-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACA

ACCAGGAACTTTTCTTGGAGACGACCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCATGGTT

ATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTAATACTGGGAGCCCCAGATATAGCATTTCCCCGAAT

AAATAATATAAGAGTTTGACTTTTACCCCCATCCTTGACTCTACTACTTTCAAGATCAAGTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610574 Cryptochironomus sp.  water mite diet isolate 14045-BHL040517-GBD11154_11035-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACTTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCTGGAACTTTTATTGGAGACAATCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAATACTAGGAGCCCCAGATATAGCATTCCCCCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610575 Cryptochironomus sp.  water mite diet isolate 14064-BHL040517-GBD20183_4893-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAATCTCATTTAGTATATTAATTCGAGCAAAATTAGGACTA

CCAGGAACTTTTATTGGAGACAACCAAATTTATAACGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGTT

ATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTAATACTGGGAGCCCCAGATATAGCATTTCCCCGAAT

AAATAATGTAAGAGTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610576 Cryptochironomus sp.  water mite diet isolate 14086-BHL040517-GBD25361_16818-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATCCGAGTAGAATTAGGACA

ACCAGGAACCTTTATTGGAGAAGATCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGT

TATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGAGTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610577 Cryptochironomus sp.  water mite diet isolate 14296-BHL040517-GBD27871_12272-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGATCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTCTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTGGACTTTTACCCCCATCCTTGACTCTTCGTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610578 Cryptochironomus sp.  water mite diet isolate 15202-BHL040517-GBD27856_12257-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGATCTTGATCAGGTATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACG

ACCAGGAACTTCTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGT

TATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTAGGAGTCCCAGACATAGCATTTCCCCGAAT

AAATAATATAAGATTTGGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610579 Culex pipiens water mite diet isolate 1181-BHL110116-GBD21087_28250-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCTGGTGTATTTATTGGAAATGGTCAAATTTATAATGTTATTGTCACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATTATAATTGGAGGTTTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.4% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610580 Culex pipiens water mite diet isolate 2966-BHL032417-GBD22724_4246-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGC

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610581 Culex pipiens water mite diet isolate 4247-BHL032417-GBD26791_8578-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTTAGTT

TATTAATTCGAGCAGAATTAGGTCAACCTGGTGTATTTATTGGAAGTGTTCAAATTTATAATGTTATTGTAACTGCTCATG

CTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGC

TCCAGATATAGCCTTTCCTCGAATAAATAATATAAGATCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAG

TTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610582 Culex pipiens water mite diet isolate 6662-BHL032417-GBD25415_6112-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATACAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAG

GAGCTCCAGATATGGTCTTTCCTCGAGTAAATAATATAAGGTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAA

GTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610583 Culex pipiens water mite diet isolate 6701-BHL032417-GBD15679_17806-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTCAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAACATAAGTTCTGGAAAACTACCTCCTTCATTGACACAACCACATTCAAGT

AGTTTAGTAGAAAAGGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610584 Culex pipiens water mite diet isolate 6717-BHL032417-GBD21227_12597-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAGGTCAACCTGGTGTATTTATTGGAGATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATAGCCTTTCCCCGAATAAAAAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTATCAAGT

AGATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.4% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610585 Culex pipiens water mite diet isolate 6734-BHL032417-GBD27918_13405-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTATTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTTACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATTATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAG

CTCCAGATATGGCTTTTCCTCGAATAAATAATATAAGATTTTGAATACTACCACCTTCATTGACACTACTACTTTCAAGTA

GATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610586 Culex pipiens water mite diet isolate 6745-BHL032417-GBD17288_2646-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTAGGAACTTCTTTAAGTTTACTA

ATTCGAGCAGAATTAAGTCAACCATGTGTATTTATTGGAAATGATCAAATTTATAATGATATTGTAACTGCTCATGCTTTT

ATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCA

GATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACTCTACTACTTTCAAGTAGTTTAG

TAGAAAATGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KU756485, identified in GenBank 

as Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610587 Culex pipiens water mite diet isolate 6760-BHL032417-GBD26672_13849-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGGGCTTGAGCTGGTATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGACAACCTGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTTACTGCTCATG

CTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGC

TCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACCACTACTATCAAGTAG

TTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610588 Culex pipiens water mite diet isolate 6798-BHL032417-GBD21141_8690-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGTAGAATTAAGTCAACCAGGTTTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAATTGCTCATG

CTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGC

TCCAGATATGGCCTTTCCTCGAATAAATAATATAAGATTTTGAATACTACCACCTTCATTGACACTACTACTATCAAGAAG

TTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610589 Culex pipiens water mite diet isolate 6800-BHL032417-GBD12473_2968-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTGATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTGCTCCTTTCAAGT

AGTTTAGTACAAAATGGCGCTGG

Using NCBI BLASTN in June 2018, this sequence was 98.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610590 Culex pipiens water mite diet isolate 6802-BHL032417-GBD3818_8307-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTCGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTTATTCGAGCAGAATTAGGTCAACCAGGAATATTTATTGGAAATGATCAAATTTATAATGTTATTGTTACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCTATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610591 Culex pipiens water mite diet isolate 6804-BHL032417-GBD13801_7075-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAATCAACCTGGTGTATTTATTGGTAATGATCAAATTTATAATGTTATTGTTACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAATTAATATAAGTTTTTGAATACTACCCCCTTCTTTGACACTACTACTTTCAAGTA

GATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610592 Culex pipiens water mite diet isolate 6810-BHL032417-GBD5656_13486-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGCTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAGGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTATTACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATGTCAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACCCTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610593 Culex pipiens water mite diet isolate 6817-BHL032417-GBD24346_20844-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGAGCTTGAGCTGGAATATTTGGTACTTCTTTAAGTT

TGCTAATTCTAGCAGAATTAGGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTCACTGCTCATG

CTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGC

TCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGT

TTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610594 Culex pipiens water mite diet isolate 6820-BHL032417-GBD24812_20099-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATATTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTGGGA

GCTCCAGATATGGCCTTTCCTCAAATAAATAAAATAAGTTTTTGAATACTACCACCTGCATTGACACGACTACTGTCAAGT

AGTTTAGTAGAAAATGGCGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610595 Culex pipiens water mite diet isolate 6830-BHL032417-GBD19747_15857-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGGACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGCTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTTTTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATAGCCTTTCCTCGAATAAATAATATAAGTTTCTGAATACTACCCCCCTCATTGACACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610596 Culex pipiens water mite diet isolate 6855-BHL032417-GBD12461_2685-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTTGGAACTTCTTTAAGTT

TCCTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGGAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGAATTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AATTTAGTAGAAACTGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 98.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610597 Culex pipiens water mite diet isolate 6858-BHL032417-GBD15369_2506-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATATTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGA

GTACTAATTCGAGCAGAATTAAGTCAACCAGGTTGATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACCTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610598 Culex pipiens water mite diet isolate 6873-BHL032417-GBD9315_27335-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGTGCTGGCATAGTTGGAACTTCTTTAAGTT

TTCTAATTCGAGCAGAATTCAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTTACTGCTCATG

CTTTTATTATAATTTTTTTTATAGTAATACCAATTATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGC

TCCAGATATAGCATTCCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTATCAAGTAG

TTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610599 Culex pipiens water mite diet isolate 6878-BHL032417-GBD21330_3737-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CTTTTAATATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATCTTAGGAGC

TCCAGATATGGCCTTTCCTCGAATAAATAACATAAGTTTTTGAATACTACCTCCTTCATTGTCCCTACGACTATCAAGTAG

ATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610600 Culex pipiens water mite diet isolate 6887-BHL032417-GBD13929_13998-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGTTTGAGCTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGTCAACCAGGAATATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTAGAATACTACCTCCTTCATTGACACTTCTACAATCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610601 Culex pipiens water mite diet isolate 6906-BHL032417-GBD9920_18847-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCATTTCTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAACAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACGACGGTCAAGT

AGTTTAGTAGAAAATGGAGCGGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610602 Culex pipiens water mite diet isolate 6914-BHL032417-GBD11771_7096-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGTTATTGGCACATTATATTTTATCTTTGGGTCTTGAGCTGGAATAGTTGGTACTTCTTTATGTT

TACTGATTCGCGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610603 Culex pipiens water mite diet isolate 6926-BHL032417-GBD24785_9726-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTACATTATATTTTATTTTTGGTGCTTGATCTGGAATAGTGGGAACTTCTTTAAGTT

TATTAATTCGAGCAGAATTAGGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CTTTTATTATAATTTTTTTTATAGTTATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAAGGTTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610604 Culex pipiens water mite diet isolate 6933-BHL032417-GBD28068_19435-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTATATTTTATTTTAGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTTAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTCATTGGAAATGATCAAATTTATAATGTTATTGTTACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGACATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATAGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.7% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610605 Culex pipiens water mite diet isolate 7136-BHL032417-GBD24997_9418-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TCACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCCCAT

GCCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610606 Culex pipiens water mite diet isolate 8862-BHL101416-GBD11611_25194-Lq60 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAATCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGTCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610607 Culex pipiens water mite diet isolate 9587-BHL032417-GBD27490_16062-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACTAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTTCCTCCTACATTAACACTACTACGTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.7% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610608 Culex pipiens water mite diet isolate 10021-BHL040517-GBD26073_18497-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCGGAATTAAATCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTGACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGTCTTTCCTCGAATAAAAAATATAAGTGTTTGAATACTACCTCCTTCATTGACACTACTACAATCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610609 Culex pipiens water mite diet isolate 10132-BHL040517-GBD11606_11322-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTACTTTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAGGTCAACCAGGTGTATTTATTGGAGATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATAGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCCCCTTCATTGACACTACTTCTATCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.4% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610610 Culex pipiens water mite diet isolate 10155-BHL040517-GBD22786_11226-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAATCAACCTGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGTCTTTCCTCGAATAAATAAAATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTATCAAGTA

GTTTAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.1% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610611 Culex pipiens water mite diet isolate 10164-BHL040517-GBD24612_20723-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGAGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTT

TACTTATTCGAGCAGAATTAAATCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTTACTGCTCATG

CTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGC

TCCAGATATAGTCTTTCCTCGAATAAATAATATAAGTTTTTGACTTCTACCTCCTTCATTGACACTACTACTTTCAAGTAGT

TTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.4% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610612 Culex pipiens water mite diet isolate 10275-BHL040517-GBD24671_6831-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTAGGTACTTCTTTAAGT

TTATTAATTCGAGCAGAATTAGGTCAACCAGGTGCTTTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610613 Culex pipiens water mite diet isolate 10281-BHL040517-GBD26302_18886-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCCTGAGCTGGAATAGTTGGAACTTCTTTTAGTTTA

CTAATTCGAGCAGAATTATGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATGCT

TTTATTATAATTTTTTTTATAGTAATACCAATAATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGGGCT

CCAGATATGGCCTTTCCTCGAATAAATAATATAAGATTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGT

TTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.4% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610614 Culex pipiens water mite diet isolate 10384-BHL040517-GBD20577_28228-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGAACATTGTATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGTACTTATTTTTGTTT

ACTAATTCGAGCAGAATTAAATCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATGC

TTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCT

CCAGATATGGTCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTT

TAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610615 Culex pipiens water mite diet isolate 10396-BHL040517-GBD10589_10404-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACCCTTTACTTTATTTTTGGAGCTTGATTTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGTCAACCTGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTTACTGCTCATG

CTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGC

TCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGT

TTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610616 Culex pipiens water mite diet isolate 10422-BHL040517-GBD5459_24197-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTT

TATTAATTCGAGCAAAATTAAGTCAAACAGGTGTATTTATCGGAAATGATCAAATTTATAATGTTATTGTTACTGCTCATG

CTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGC

TCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTATCAAGTAG

TTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610617 Culex pipiens water mite diet isolate 10447-BHL040517-GBD15586_6448-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAGTAGTTGGAACTTCTTTAAGT

GTACTAATTCGAGCAGAATTAAATCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCGGATATGGTCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACCCTACTACTTTCAAATA

GTTTAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.4% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610618 Culex pipiens water mite diet isolate 10454-BHL040517-GBD18097_24406-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATTTGGAATAGTTGGAACTTCTTTTAGTT

TACTAATTCGAGCAGAATTAGGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTTACTGCTCATG

CTTTTATAATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAACATAAGATTTTGAATACTACCTCCTTCATTGACACTACTACTATCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610619 Culex pipiens water mite diet isolate 10575-BHL040517-GBD10474_12697-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCGGAATTATGTCGACCTGGTATATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CTTTTATTATAATTTTTTTTATAGTAATACCAATCTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGC

TCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGT

TTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610620 Culex pipiens water mite diet isolate 10615-BHL040517-GBD24623_22220-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTTTATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAATCAACCAGGTTTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CTTTTGTTATAATTTTTTTTATAGTAATGCCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGC

TCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGT

TTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610621 Culex pipiens water mite diet isolate 10664-BHL040517-GBD26848_21161-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTATATTTTATTTTCGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGAGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTTACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAG

CTCCAGATATAGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTGCCTCCTTCATTGACACTACTACTTTCAAGTA

GATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.4% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610622 Culex pipiens water mite diet isolate 12660-BHL040517-GBD26720_20990-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGAAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610623 Culex pipiens water mite diet isolate 14144-BHL040517-GBD24403_25998-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAAAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTTACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATAGCCTTTCCTCGAATAAATATTATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.6% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610624 Culex sp. water mite diet isolate 4145-BHL032417-GBD16947_7588-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTA

TGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACAC

GCTTTTATTATAATTTTTTTTATTGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGATACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610625 Culex sp. water mite diet isolate 4206-BHL032417-GBD11281_25075-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGCACATTATATTTTATTTTTGGGGCTTGAGCTTGAATAGTTGGAACTTCTTTAAGTTT

ACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGATCATG

CCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTCAGGAG

CTCCAGATATGGCCGTTCCTCGAATAAATAATATAAGGTCTTGAATACTACCTCCTTCAGTGACACTACTACTTGCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610626 Culex sp. water mite diet isolate 4250-BHL032417-GBD15257_16357-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTA

TGCTACTTCAAGCAGAACTTGGACGACCTGGTACTTTTATTGGAAATGGTCAAATTTATAATGTTATTGTAACTGCTCATG

CCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGAATAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGGCACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610627 Culex sp. water mite diet isolate 4289-BHL032417-GBD16340_16766-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTT

TATTAATTCGAGTAGAATTAGGTCAACCAGGTGCATTTATTGGAAATGATCAAATTTATAATGTTATTGTTACTGCTCATG

CCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGC

TCCAGATATAGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTATCAGGTAG

TTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610628 Culex sp. water mite diet isolate 4322-BHL032417-GBD25233_11050-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGA

ATTCTAATTCGAGCAGAATTAGGACATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATTTTATTGTAACTGCTCA

TGCCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGCTTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATAAAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610629 Culex sp. water mite diet isolate 4329-BHL032417-GBD15750_3668-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGGCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGATTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTATAGTAATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTTCTTTAATGTTAGGAG

CCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTC

TATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610630 Culex sp. water mite diet isolate 4351-BHL032417-GBD18585_18062-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTTTATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CCCTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACGACCTCCTACATTGACACAACATCAATCAAGTA

GTTTAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610631 Culex sp. water mite diet isolate 4383-BHL032417-GBD27639_18394-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTAGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAATTGCCCATG

CCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCGGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACATTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610632 Culex sp. water mite diet isolate 4392-BHL032417-GBD11519_21746-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACATTATATTTTATTTTTGGGGCTTGAGGTGGAATAGTTGGAACTTCTTTTAGT

TTACTAATTCGAGTAGAATTATGTCAACCAGGAGTATTTATTGGAAATGGTCAAATTTATAATGTTCTTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTTGAATAAATAATATAAGATCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGAGTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610633 Culex sp. water mite diet isolate 4442-BHL032417-GBD17973_3288-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGGCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAACTTATAATGTTATTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGGTTTGGAAATTGATTAGTACATTTGATATTAGGG

GCTCCTGATATAGCTTTTCCGCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAT

CAATAGTAGAAAATGGCGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610634 Culex sp. water mite diet isolate 4453-BHL032417-GBD15766_7367-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAGGTCAACCAGGTGTATTTATTGGAGATGGTCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAG

CACCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCCCCTTCATTGACACTACTACTTTCAAGTA

GAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610635 Culex sp. water mite diet isolate 4463-BHL032417-GBD27099_19503-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTA

TGCTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAGTGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATGGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610636 Culex sp. water mite diet isolate 6703-BHL032417-GBD22598_22699-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTTGGTGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CTTTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGC

CCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGA

ATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610637 Culex sp. water mite diet isolate 6732-BHL032417-GBD20868_15776-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTTGGTGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTT

TACTTATTCGAGCAGAATTAGGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGC

TCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTGTCAAGTAG

GGTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610638 Culex sp. water mite diet isolate 6743-BHL032417-GBD26948_13903-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGCTGGAACTTCTTTAAGTTT

ACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGC

TCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTTTT

TGGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610639 Culex sp. water mite diet isolate 6859-BHL032417-GBD19340_7667-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTTGGAACTTCTTTAAATT

TACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTTACTGCTCATG

CTTTTATTATAATTTTTTTCATAGTAATACCAATCATAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610640 Culex sp. water mite diet isolate 6899-BHL032417-GBD25587_17419-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGCTGGAACTTCTTTAAGT

TTACTAATTCGAGCAAAATTAAGTCAACCAGGTGTTTTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGGAACTGATTATTACCTTTAATATTAGGA

GCCCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTA

GAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610641 Culex sp. water mite diet isolate 9114-BHL032417-GBD2995_13082-Lq48 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTCTTTATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGG

CGCCAGATATAGCTTTTCCTCGGATAAATAATATAAGTTTTTGATTACTCCCCCCTTCTCTTACTCTTCTTCTTTCTAGATC

AATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610642 Culex sp. water mite diet isolate 9351-BHL032417-GBD15319_16486-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGA

ATGCTTATTCGAGCAGAATTAGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACA

TGCTTTTATTATAATTTTTTTCATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610643 Culex sp. water mite diet isolate 9729-BHL040517-GBD18034_12608-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTA

TGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACAC

GCTTTTATTATAATTTTTTTTATAATAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610644 Culex sp. water mite diet isolate 9772-BHL040517-GBD14124_10563-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTTGAGCTTGCTCTGGTATAGTAGGTACTTCTTTATGTA

TGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTGACTGCTCAT

GCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610645 Culex sp. water mite diet isolate 9911-BHL040517-GBD17496_7064-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGTCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTT

TACTATTTCGAGCGGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAATTTTATAATGTTATTGTAACTGCTCATG

CATTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGC

CCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGA

ATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610646 Culex sp. water mite diet isolate 9956-BHL040517-GBD21551_15757-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGA

ATATTAATTCGAGCAGAATTAGGACGTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCA

CGCATTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGG

AGCTCCAGATATGGTCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610647 Culex sp. water mite diet isolate 9958-BHL040517-GBD27158_17478-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATGGTTATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAG

CCCCCGATATAGCTTTCCCGCGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATC

AATTGCAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610648 Culex sp. water mite diet isolate 9984-BHL040517-GBD17028_20039-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAG

CTCCAGATATGGCCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCCTCTTCTTTCTAGTTC

ATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610649 Culex sp. water mite diet isolate 10007-BHL040517-GBD22725_21603-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATACATTACTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATG

CTTTTATTATAATTTTTTTTATAGTAATACCAATAATAATTAGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGC

TCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGT

TTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID FN395194, identified in GenBank as 

Culex torrentium. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610650 Culex sp. water mite diet isolate 10008-BHL040517-GBD18772_24781-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAATCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGTCTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTC

TTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610651 Culex sp. water mite diet isolate 10016-BHL040517-GBD13541_16668-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGA

ATTTTAATTCGACTAGAATTAGGACACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACA

TGCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGTCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610652 Culex sp. water mite diet isolate 10026-BHL040517-GBD4525_14696-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAGGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTGTAATAATTTTTTTTATAGTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTG

CTCCTGATATAGCTTTTCCGCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATC

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610653 Culex sp. water mite diet isolate 10029-BHL040517-GBD11740_18713-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACCTTCAAGAA

GTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610654 Culex sp. water mite diet isolate 10033-BHL040517-GBD24302_7656-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGT

ATATTAATTCGAGCAGAATTAGGACGACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCA

TGCTTTTATTATAATTTTTTTCATGGTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610655 Culex sp. water mite diet isolate 10060-BHL040517-GBD9611_15953-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGTTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGC

TCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCCTCTTCTTTCTAGCTCA

TTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610656 Culex sp. water mite diet isolate 10064-BHL040517-GBD5847_12763-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTCAAGT

TTACTGATTCGAGCAGAATTAAATCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTAATTGTTACAGCTCAT

GCATTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAG

CCCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAG

AATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610657 Culex sp. water mite diet isolate 10081-BHL040517-GBD22300_21988-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGAT

CAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610658 Culex sp. water mite diet isolate 10142-BHL040517-GBD20582_27805-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGA

ATATTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCCCCTTCATTGACACTACTACTGTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610659 Culex sp. water mite diet isolate 10165-BHL040517-GBD19679_22137-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAATCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAG

CCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCT

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610660 Culex sp. water mite diet isolate 10171-BHL040517-GBD6150_25205-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCCTTAAGTA

TGCTAATACGAGCAGAACTTGGACGACCTGGTACTTTCATTGGAGATGACCAAATTTACAATGTAATTGTCACATCACAC

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCCTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610661 Culex sp. water mite diet isolate 10231-BHL040517-GBD23212_19132-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAATCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGACTTTCCTCGAATAAATAATATAAGGTTTTGAATACTACCTCCTACAGTGACACTGCTACTTGCAAG

TAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610662 Culex sp. water mite diet isolate 10232-BHL040517-GBD20492_28136-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

ATACTAATTCGAGCAGAATTAAATCAACCAGGAGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGA

GCTCCAGATATGGTCTTTCCTCGAATAAATAATATAAGATTCTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610663 Culex sp. water mite diet isolate 10246-BHL040517-GBD17274_13610-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAATCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGTCTTTCCTCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAT

CAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610664 Culex sp. water mite diet isolate 10290-BHL040517-GBD13341_5686-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGA

ATATTAATTCGAGCTGAACTAGGACATCCCGGAACTTTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610665 Culex sp. water mite diet isolate 10362-BHL040517-GBD10598_17903-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAATCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGTCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTAACTCTTTTACTTTCAAGTT

CTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610666 Culex sp. water mite diet isolate 10385-BHL040517-GBD18113_11551-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCATTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAG

CCCCAGATATAGCTTTTCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAG

TATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610667 Culex sp. water mite diet isolate 10390-BHL040517-GBD15617_8337-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAATCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGA

GCCCCAGATATAGCATTTCCCCGAATAAATAATATAAGATTTTGACTTTTGCCCCCATCCTTGACTCTTCTTCTTTCAAGAT

CAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610668 Culex sp. water mite diet isolate 10431-BHL040517-GBD16667_24588-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTA

TGCTAATACGAGCAAAACTTGGACGACCTGGTACTTTTATTGGAGATGATCAAATTTATAGTGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGGATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610669 Culex sp. water mite diet isolate 10442-BHL040517-GBD15529_4827-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGT

ATATTAATTCGAGCAGAATTAGGACTACCAGGAACTTTTATTGGAGACGACCATATTTATAATGTAATTGTAACAGCTCA

TGCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTTATTGACCCTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610670 Culex sp. water mite diet isolate 10445-BHL040517-GBD8690_19928-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAG

AATATTAATTCGGATTGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCA

TGCTTTTATTATAATTTTTTTCATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610671 Culex sp. water mite diet isolate 10451-BHL040517-GBD16455_24389-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAATGGGAACTTCCTTAAGTATA

CTTATTCGAGCCGAATTAGGACGACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGC

TTTTATTATAATTTTTTTTATGGTTATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCT

CCAGATATGGTCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTT

TAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID FN395192, identified in GenBank as 

Culex torrentium. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610672 Culex sp. water mite diet isolate 10465-BHL040517-GBD8420_14375-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAATCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGACTTGGAAATTGATTAGTTCCTTTAATATTAGGA

GCTCCAGATATGGTTTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCCCCTTCATTAACCCTACTTCTATCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610673 Culex sp. water mite diet isolate 10480-BHL040517-GBD14102_9780-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAATCAACCTGGTGTATTTATTGGTAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGC

TCCAGATATGGTATTTCCTCGAATAAATAATATAAGATTCTGAATACTACCCCCTTCATTGACACTACTACTTTCCAGTAG

TTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610674 Culex sp. water mite diet isolate 10497-BHL040517-GBD24407_18550-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGTAGAATTAAGTCAACCAGGTGTACTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGA

GCCCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTA

GAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610675 Culex sp. water mite diet isolate 10501-BHL040517-GBD25145_7166-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACCAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGAATTGGAATAGTTGGAACTTCTTTAATTT

TACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CTTTTATTATAATTTTTTGTATAGTAATACCAATTATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACGTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610676 Culex sp. water mite diet isolate 10563-BHL040517-GBD26306_17896-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTTAGTT

TACTAATTCGAGTAGAATTATATCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CTTTTATAATAATTTTTTTTATAGTAATACCAATAATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGTCTTTCCACGAATAAATAATATAAGATTTTGAATACTACCACCTTCATTGACACTACTACTTTCAAGTA

GTGTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610677 Culex sp. water mite diet isolate 10572-BHL040517-GBD5913_22967-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGT

TTACTAATTCGAGCAGAATTAAATCAACCAGGGGTATTTATTGGAGATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATAGTCTTTCCTCGAATAAATAATATAAGTTTTTGACTACTACCTCCTTCATTGACACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610678 Culex sp. water mite diet isolate 10651-BHL040517-GBD7807_25086-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGTCTTGAGCTTGGATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAGGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGTAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGCATTTCCTCGAATAAATAATATAAGATTTTGACTACTACCCCCTTCATTGACACTACTACTTTCAAGTA

GATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610679 Culex sp. water mite diet isolate 12829-BHL040517-GBD15239_13691-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGACTTGAGCTGGAATAGTAGGTACTTCTTTAAGTT

TGCTAATTCGAGCAGAATTAGGTCAACCTGGTGTTTTTATTGGAGATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CATTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610680 Cyclopidae sp.  water mite diet isolate 2174-BHL072216-GBD20234_18733-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTCTATTTGTTAGCGGGAGCTTGAGCTGGGTTTATTGGCACTGGCTTAAGGGTGTTGGTGCGGCTGGAGTTGGGA

ACACCAGGAAGTTTATTAGGTGATGATCACCTTTATAACGTTATTGTCACGGCCCATGCATTTATTATAATTTTTTTCATA

GTCATACCCATCTTAATTGGGGGGTTTGGGAATTGGTTAGTACCTCTGATGCTTGGTTCTCCTGATATGGCTTTTCCTCGT

ATAAACAACATAAGGTTTTGATTCTTAATGCCTGCATTAATTATACTCTTGATAAGAGCTCTGGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID MG449514, identified in GenBank 

as Cyclopidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610681 Dero obtusa water mite diet isolate 1421-BHL110116-GBD10554_2414-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACATCATCCTTGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAG

ACTACTAATTCGAATAGAACTAGCTCAACCAGGATCATTTCTAGGCAGAGATCAACTATATAATACACTAGTAACAGCAC

ACGCATTCCTAATAATTTTCTTCTTAGTAATGCCTGTATTTATTGGTGGCTTCGGAAATTGATTAATTCCATTAATACTTGG

AGCACCAGATATAGCATTTCCACGACTAAATAACCTAAGATTCTGACTTCTACCACCATCACTAATTCTATTAGTATCATC

CGCAGCAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID MG423030, identified in GenBank 

as Dero obtusa. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW610682 Dero obtusa water mite diet isolate 1515-BHL110116-GBD23643_24454-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATATTTAATTTTAGGAGTTTGAGCAGGAATAATTGGTACAGGTACTAGA

ATATTAATTCGAATTGAATTATCTCAACCAGGATCATTTCTAGGCAGAGATCAACTATATAATACACTAGTAACAGCACA

CGCATTCCTAATAATTTTCTTCTTAGTAATGCCTGTATTTATTGGTGGCTTCGGAAATTGATTAATTCCATTAATACTTGGA

GCACCAGATATAGCATTTCCACGACTAAATAACCTAAGATTCTGACTTCTACCACCATCACTAATTCTATTAGTATCATCC

GCAGCAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID AF534838, identified in GenBank as 

Dero obtusa. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW610683 Dero obtusa water mite diet isolate 1755-BHL110116-GBD20739_8003-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACATCATCCTTGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAG

ACTACTAATTCGAATAGAACTAGCTCAACCAGGATCATTTCTAGGCAGAGATCAACTATATAATACACTAGTAACAGCAC

ACGCATTCCTAATAATTTTCTTCTTAGTAATGCCTGTATTTATTGGTGGCTTCGGAAATTGATTAATTCCATTAATACTTGG

AGCACCAGATATAGCATTTCCACGACTAAATAACCTAAGATTCTGACTTCTACCACCATCACTAATTCTATTAGTATCATC

CGCAGCAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID MG423030, identified in GenBank 

as Dero obtusa. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW610684 Dero sp. water mite diet isolate 1523-BHL110116-GBD4152_18885-Lq46 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAGTTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCCTAATAATTTTCTTCTTAGTAATGCCTGTATTTATTGGTGGCTTCGGAAATTGATTAATTCCATTAATACTTGG

AGCACCAGATATAGCATTTCCACGACTAAATAACCTAAGATTCTGACTTCTACCACCATCACTAATTCTATTAGTATCATC

CGCAGCAGTTGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID MG423030, identified in GenBank 

as Dero obtusa. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW610685 Dero sp. water mite diet isolate 1528-BHL110116-GBD3596_13112-Lq46 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACATCATCCTTGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAG

ACTACTAATTCGAATAGAACTAGCTCAACCAGGATCATTTCTAGGCAGAGATCAACTATATAATACACTAGTAACAGCAC

ACGCATTCCTAATAATTTTCTTCTTAGTAATGCCTGTATTTATTGGTGGCTTCGGAAATTGATTAATTCCATTAATACTTGG

AGCACCAGATATAGCATTTCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG423030, identified in GenBank 

as Dero obtusa. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW610686 Dero sp. water mite diet isolate 9391-BHL032417-GBD18159_26545-Lq48 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACATCATCCTTGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAG

ACTACTAATTCGAATAGAACTAGCTCAACCAGGATCATTTCTAGGCAGAGATCAACTATATAATACACTAGTAACAGCAC

ACGCATTCCTAATAATTTTCTTCTTAGTAATGCCTGTATTTATTGGTGGCTTCGGAAATTGATTAATTCCATTAATACTTGG

AGCACCAGATATAGCATTTCCACGACTAAATAACCTAAGATTCTGACTTCTACCACCATCACTAATTCTATTAGTATCATC

CGCAGCAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID MF544417, identified in GenBank 

as Dero digitata. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW610687 Diaphanosoma sp. water mite diet isolate 1841-BHL072216-GBD10638_13962-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGGATTAGGGC

AGTGTGGCAGTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGATTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACCCTTCTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610688 Diaphanosoma sp. water mite diet isolate 2123-BHL072216-GBD5254_8793-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGACG

ACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610689 Diaphanosoma sp. water mite diet isolate 2183-BHL072216-GBD14149_11633-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCAGGGATAGTTGGAACTGCCCTGAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGAAGACTTATTGGTGATGATCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTTTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610690 Diaphanosoma sp. water mite diet isolate 2193-BHL072216-GBD15508_15986-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACAGCCTTAAGTATACTTATTCGAGCTGAATTAGGGC

AGCCTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTTTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCTCGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACCCTTCTTTTGTCTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610691 Diaphanosoma sp. water mite diet isolate 2200-BHL072216-GBD17648_24922-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATATTTTATTTTTGGAGTTTGATCCGGGATAGTTGGAACATCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTATA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTAGAAGGGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610692 Diaphanosoma sp. water mite diet isolate 2204-BHL072216-GBD18107_15563-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGTAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCTAGCTGCATTATGGCA

GTGTGGCATTCTTATTGGTGATGACCACATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATATTTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCGTCTTTTGGTTGGAAGGGCAGTTGAAAAGGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610693 Diaphanosoma sp. water mite diet isolate 2207-BHL072216-GBD27194_19999-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCTTTAAGTATACTTATTCGAGCTGAACTAGGGC

AGTGTGGCAGATTTATTGGTGATGATCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTTTCATTGGTGGCTTTGGTAATTGTCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTAT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610694 Diaphanosoma sp. water mite diet isolate 2213-BHL072216-GBD25909_12668-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTTGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGTTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTAATTGGTGGGTTTGGTAATTGGCTAGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGAATA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610695 Diaphanosoma sp. water mite diet isolate 2226-BHL072216-GBD13576_4024-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGATTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATGCGAGCTGAATGAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGGTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTTGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGCTGAAAATGGTGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610696 Diaphanosoma sp. water mite diet isolate 2230-BHL072216-GBD11763_8012-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACATCCTTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGAGCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGATTA

AACAATATAAGGTTTTGAATATTACCCCCTTCATTAACTCTTCTTTTGGCTGGAAGGACAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610697 Diaphanosoma sp. water mite diet isolate 2245-BHL072216-GBD25795_7086-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACTTCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

TTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCTCCTGATATGGCTTTTCCGCGTATA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACCCTACTTTTGGCTGGAAGGGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610698 Diaphanosoma sp. water mite diet isolate 2247-BHL072216-GBD21908_12988-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCTTCTCTATCTCTTCTT

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610699 Diaphanosoma sp. water mite diet isolate 2252-BHL072216-GBD19984_28006-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATC

CTGGAACACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTTAT

GCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGGTATGGCTTTTCCCCGTTTAAA

CAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610700 Diaphanosoma sp. water mite diet isolate 2253-BHL072216-GBD3852_15871-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCTGAATTTGGGCA

GTGTGGTAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTCACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610701 Diaphanosoma sp. water mite diet isolate 2260-BHL072216-GBD27317_12830-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCTTAAGTATATTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTAATTGGTGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTATTAGCTAGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610702 Diaphanosoma sp. water mite diet isolate 2262-BHL072216-GBD24173_5616-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTTTCATTGGAGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGAATA

AACAATATAAGATTTTGAATATTACCCCCTTCTTTAACTCTACTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610703 Diaphanosoma sp. water mite diet isolate 2263-BHL072216-GBD20424_5441-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCTTGAGATGGCGTTTCCTCGCTT

AAACAAATTAAGGTTTTGAATATGAACCCCTTCTTTAACGCTTCTTTTGGTTGGAAGGGCAGTTCAAAATTGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610704 Diaphanosoma sp. water mite diet isolate 2278-BHL072216-GBD8722_23362-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGTGTTTGGTCAGGGATAGTTGGAACTGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTCATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGACTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610705 Diaphanosoma sp. water mite diet isolate 2280-BHL072216-GBD20426_22089-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTCTCATTGGTGGCTTTGGTAATTGACTGGTGCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTAACT

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610706 Diaphanosoma sp. water mite diet isolate 2282-BHL072216-GBD13260_18478-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACTTCCCTAAGTATATTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGTCTTATTGGTGATGACCAAATTTATAATGTTATTGTCACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGAATA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTGCTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610707 Diaphanosoma sp. water mite diet isolate 2283-BHL072216-GBD6809_20354-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACTTCCTTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGAAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGACTGGTGCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCTCGTATA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGTGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610708 Diaphanosoma sp. water mite diet isolate 2287-BHL072216-GBD25868_8585-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACATCTCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCAATTCTCATTGGTGGCTTTGGAAATTGACTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTATA

AACAATATAAGGTTTTGAATATTACCCCCTTCTCTAACTCTACTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610709 Diaphanosoma sp. water mite diet isolate 2296-BHL072216-GBD15913_2399-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAGTTAGGGC

AGTTTGTCATACTTATTGGTGATGACCAAATTTATAATGTTATTGGAACCGCTCAAGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGTCTGGTGCCTTTAATATTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGTAGGGCAGTTGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610710 Diaphanosoma sp. water mite diet isolate 2314-BHL072216-GBD24892_13097-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GACTTTATATTTTATTTTCGGAGTATGGTCTGGTATAGTAGGGACCGCTCTTAGTATATTAATTCGAGCAGAGTTAGGCC

AATGTGGTAGCCTTATTGGGGACGATCAAATCTACAATGTTATTGTAACTGCTCATGCTTTTGTTATAATTTTCTTTATGG

TTATACCTATTCTTATTGGTGGGTTTGGAAACTGGTTGGTTCCTTTAATGTTAGGGGCTCCTGATATGGCCTTCCCTCGTT

TAAATAATTTAAGATTTTGATTACTTCCTCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG449947, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610711 Diaphanosoma sp. water mite diet isolate 2319-BHL072216-GBD21089_14266-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACTGCCTTAAGTATACTTATTCGAGCTGAATTAGGGCA

GCGTGGAAGTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCAATTCTCATTGGTGGATTTGGAAATTGGCTGGTCCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTATA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610712 Diaphanosoma sp. water mite diet isolate 2324-BHL072216-GBD9761_16723-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGCGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGACTGGTTCCTTTAATACTAGGTGCCCCTGATATGGCATTTCCTCGAAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTATTGGCTGGAAGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610713 Diaphanosoma sp. water mite diet isolate 2325-BHL072216-GBD5226_13116-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGAAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCCCGTAT

AAACAACATAAGGTTTTGAATATTACCCCCTTCTTTAACCCTTCTTCTAGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610714 Diaphanosoma sp. water mite diet isolate 2330-BHL072216-GBD10374_2636-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTGTAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTT

TAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTAC-CT--

TATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610715 Diaphanosoma sp. water mite diet isolate 2339-BHL072216-GBD27953_20897-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCTCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGCGTGGCAGTCTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTTTCATTGGTGGCTTTGGTAATTGATTGGTTCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGACAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610716 Diaphanosoma sp. water mite diet isolate 2341-BHL072216-GBD10871_14481-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GACTTTATATTTTATTTTCGGAGTATGGTCTGGTATAGTAGGGACCGCTCTTAGTATATTAATTCGAGCAGAGTTAGGCC

AATGTGGTAGCCTTATTGGGGACGATCAAATCTACAATGTTATTGTAACTGCTCATGCTTTTGTTATAATTTTCTTTATGG

TTATACCTATTCTTATTGGTGGGTTTGGAAATTGGTTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTT

TAAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID MG449947, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610717 Diaphanosoma sp. water mite diet isolate 2354-BHL072216-GBD25644_22629-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGAATAGTTGGAACAGCCTTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCTGACTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGGGCCCCTGATATGGCTTTTCCTCGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610718 Diaphanosoma sp. water mite diet isolate 2355-BHL072216-GBD25968_22596-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCAGGGATAGTTGGAACAGCCTTAAGTATACTTATTCGAGCTGAATTAGGGC

AGCGTGGCAGATTTATTGGTGATGACCAAATTTATAATGTAATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCTCCTGATATGGCTTTTCCTCGTA

TAAACAATTTAAGTTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGAGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610719 Diaphanosoma sp. water mite diet isolate 2360-BHL072216-GBD13326_24049-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACGTTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATGTTAGGGGCTCCTGATATGGCCTTCCCTCGTTT

AAATAATTTAAGATTTTGATTACGTCCTCCTTCTTTAACTTTACTTTTAGTTGGTAGGGCTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610720 Diaphanosoma sp. water mite diet isolate 2368-BHL072216-GBD8472_8039-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACTGCCTTAGGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGTCTTATTGGTGATGACCAAATTTATAATGTAATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTAT

AAACAATATAAGGTTTTGAATACTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGACAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610721 Diaphanosoma sp. water mite diet isolate 2370-BHL072216-GBD20597_9651-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTCTTGTTCTAATTTTTTTTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTT

TAAACAATTTAAGGTTTTGAACATTACCCCCTTCTATAACCCCTCTTTCGGTTGGAAGCGCAGTTGAAAAAGGAGCCGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610722 Diaphanosoma sp. water mite diet isolate 2375-BHL072216-GBD7104_15137-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACATCCCTAAGAATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGATTTATTGGAGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTTTCATTGGTGGCTTTGGTAATTGACTGGTGCCTTTAATACTAGGAGCCCCTGATATGGCTTTTCCTCGTT

TAAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTTGAAAATGGGGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610723 Diaphanosoma sp. water mite diet isolate 2376-BHL072216-GBD15560_14923-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCCTGGTCCGGGATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGGC

ATTCTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610724 Diaphanosoma sp. water mite diet isolate 2383-BHL072216-GBD28975_12244-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGTATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTCGGGCA

GTGTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGTCTGGTTCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGATTA

AACAATATAAGGTTTTGAATATTACCCCCGTCTTTAACTCTACTATTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610725 Diaphanosoma sp. water mite diet isolate 2387-BHL072216-GBD15126_13492-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGATCCGGAATAGTTGGAACATCCCTTAGTATACTTATTCGAGCTGAATTAGGGCA

GCGTGGAAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTACTCTAATTGGTGGCTTTGGAAATTGACTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTATA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610726 Diaphanosoma sp. water mite diet isolate 2390-BHL072216-GBD17689_17787-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACTGCCTTAAGTATACTTATTCGAGCTGAATTAGGGC

AGCCTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGACTTTTCCTCGTTT

AAACAATATAAGGTTTTGAATATTCCCCCCTTCTTTAACTCTTCCTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610727 Diaphanosoma sp. water mite diet isolate 2394-BHL072216-GBD20222_5424-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAACTTAAGGTTTTGAGTATGACCCCCTTCTTTAACTCGGCCTTTGGTTGGAAGGGCAGTTCACAATGGCGCGGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610728 Diaphanosoma sp. water mite diet isolate 2395-BHL072216-GBD22675_20840-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGCTATAATTTTTTTTATAGT

TATGCCTATTTTAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCTCGTAT

AAACAATATAAGGTTTTGGATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610729 Diaphanosoma sp. water mite diet isolate 2396-BHL072216-GBD12944_16138-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACTGCTTTAAGTATATTTATTCGAGCTGAATTAGGGCA

CTGTGGCTGATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAATTCTACTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610730 Diaphanosoma sp. water mite diet isolate 2397-BHL072216-GBD26280_15605-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACTGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

ATTGTGGAAGTCTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGATTTGGTAATTGACTGGTGCCTTTAATACTAGGTGCACCTGATATGGCATTTCCTCGTTT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610731 Diaphanosoma sp. water mite diet isolate 2401-BHL072216-GBD18537_24991-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACATCCTTAAGTATACTTATTCGAGCTGAATTAGGGCAG

CGTGGCAGAATTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCTATTCTAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTATAA

ACAACATAAGGTTTTGAATATTACCCCCTTCTTTAACCCTTCTTTTGGTTGGAAGGGCAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610732 Diaphanosoma sp. water mite diet isolate 2407-BHL072216-GBD12229_19939-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGGGCTTGGTCCGGGATAGTTGGAACTGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGTCTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTAATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCAATTCTCATTGGTGGCTTTGGTAATTGGCTGGTTCCTCTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610733 Diaphanosoma sp. water mite diet isolate 2409-BHL072216-GBD17000_13345-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACTGCCCTAAGTATACCTATTCGAGCTGAATTAGGGC

ATTGTGGCAGATTTATTGGTGATGATCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGACTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTAT

AAACAATATAAGGTTTTGAATATTGCCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGAGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610734 Diaphanosoma sp. water mite diet isolate 2410-BHL072216-GBD4643_17366-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGATCCGGGATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGGCA

TCGTGGCACATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTTTCATTGGTGGCTTTGGAAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTATA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTGGTTGGAAGAGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610735 Diaphanosoma sp. water mite diet isolate 2411-BHL072216-GBD19324_25469-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCTTAAGTATACTTATTCGAGCTGAATTAGGGC

AATGTGGCAGTATTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTCTTTTATAGT

TATGCCTATTCTAATTGGTGGCTTTGGTAATTGTCTAGTCCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610736 Diaphanosoma sp. water mite diet isolate 2422-BHL072216-GBD29188_16400-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGATCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGGGCCCCTGATATGGCTTTTCCTCGAAT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTGTGGCTGGAAGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610737 Diaphanosoma sp. water mite diet isolate 2425-BHL072216-GBD29194_16733-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGGGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTT

TAAACAATTTAAGGTTTTGAATATTACCCCCTTCTGGAACGCTTCGGGGGGGGGGAAGGGCAGGTGAAAAGGGAGCGG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610738 Diaphanosoma sp. water mite diet isolate 2434-BHL072216-GBD11804_10987-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACTGCCTTAAGTATATTGATTCGAGCTGAATTAGGGC

AGTGAGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATCGACTGGTGCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCTCGTT

TAAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610739 Diaphanosoma sp. water mite diet isolate 2442-BHL072216-GBD9765_23322-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACTGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTCATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAACTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCCCGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610740 Diaphanosoma sp. water mite diet isolate 2445-BHL072216-GBD27030_19678-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCAGGGGTAGTTGGAACAGCCTTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGAGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATTGACTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTA

TAAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610741 Diaphanosoma sp. water mite diet isolate 2449-BHL072216-GBD22189_24604-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGGCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGCGAGGCAGACTTATTGGTGATGACCAACTTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATTGACTGGTACCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTC

TAAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACCCTTCTATTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID LC060042, identified in GenBank as 

Diaphanosoma sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610742 Diaphanosoma sp. water mite diet isolate 2450-BHL072216-GBD20007_26029-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTT

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610743 Diaphanosoma sp. water mite diet isolate 2453-BHL072216-GBD25150_17943-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGATCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

ATTGTGGCGGAGTTATTGGTGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGAGGCTTTGGTAATTGACTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGAAT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTATTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610744 Diaphanosoma sp. water mite diet isolate 2456-BHL072216-GBD19325_25446-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCTTTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGTCTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCACGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGACTGGTGCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCTCGTAT

AAACAACATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGATAGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610745 Diaphanosoma sp. water mite diet isolate 2458-BHL072216-GBD29314_16548-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGTTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAATTTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTAGTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTCGGTGACCCTGATATGGCTTTTCCTCGTGTA

AACAATTTAAGGGTTTGAATACGACCCCCTTCGGTAACGGGGCGGGGGGGGGGAAGGGCAGGGGAAAAGGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610746 Diaphanosoma sp. water mite diet isolate 2459-BHL072216-GBD26300_15801-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGAAGTTTGATCCGGGATAGTTGGAACTTCCTTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTAATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ACGCCTATTCTAATTGGTGGATTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610747 Diaphanosoma sp. water mite diet isolate 2469-BHL072216-GBD26708_18622-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCACATTTATTGGTGATGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGAAATTGACTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGGATA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTAGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610748 Diaphanosoma sp. water mite diet isolate 2470-BHL072216-GBD11571_28383-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGTATACTTATTCGTGCAGAATTAGGTCA

TCCAGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610749 Diaphanosoma sp. water mite diet isolate 2473-BHL072216-GBD28408_18950-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCTTAAGTATATTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGAATTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATGCCTATTTTAATTGGTGGGTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTAT

AAACAATTTAAGGTTTTGAATATTACCACCTTCTTTAACTCTACTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610750 Diaphanosoma sp. water mite diet isolate 2474-BHL072216-GBD28167_20290-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACTGCCTTAAGTATACTTATTCGAGCTGAATTAGGGCA

TTGTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGAGGCTTTGGTAATTGGCTGGTGCCTCTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTATA

AACAATTTAAGATTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610751 Diaphanosoma sp. water mite diet isolate 2475-BHL072216-GBD25857_15159-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACATCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCATACTTATTGGTGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGTGGGTTTGGAAATTGGTTGGTTCCTTTAATGTTAGGGGCTCCTGATATGGCCTTCCCTCGTTTA

AATAATATAAGATTTTGATTACTTCCTCCTTCTTTAACTTTACTTTTAGTTGGTAGGGCTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610752 Diaphanosoma sp. water mite diet isolate 2483-BHL072216-GBD22372_13284-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTTAGTATACTTATTCGAGTTGAATTATGGCAG

CGTGGCACATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTCTAGTTA

TGCCTGTTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTAA

ACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACCCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610753 Diaphanosoma sp. water mite diet isolate 2484-BHL072216-GBD21500_7220-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTT

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610754 Diaphanosoma sp. water mite diet isolate 2487-BHL072216-GBD26936_8032-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGAAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTCTAATTGGAGGCTTTGGGAATTGTCTTGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTA

TAAACAATTTAAGATTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGAGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610755 Diaphanosoma sp. water mite diet isolate 2490-BHL072216-GBD5925_15271-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCAGGGATAGTTGGAACAGCCTTAAGTATACTTATTCGAGCTGAATTAGGGC

AGCATGGCACATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTTTCATTGGTGGCTTTGGTAATTGACTGGTGCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCTCGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTAGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610756 Diaphanosoma sp. water mite diet isolate 2492-BHL072216-GBD14058_14245-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATAGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGAAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610757 Diaphanosoma sp. water mite diet isolate 2495-BHL072216-GBD19600_12825-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTCTGGAAGTCTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTTTAATTGGTGGATTTGGTAATTGACTAGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610758 Diaphanosoma sp. water mite diet isolate 2513-BHL072216-GBD7760_7577-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACAGCCTTAAGTATACATATTCGAGCTGAATTAGGGC

AGCGTGGCAGAATTATTGGCGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGAAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTT

TAAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTAGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610759 Diaphanosoma sp. water mite diet isolate 2514-BHL072216-GBD13311_27310-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCTGGGATAGTTGGAACAGCTCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGCCTGGCAGTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTTTCATTGGTGGCTTTGGTAATTGGCTAGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACACTTCTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610760 Diaphanosoma sp. water mite diet isolate 2517-BHL072216-GBD17524_11280-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCAGATATGGCTTTCCCGCGAA

TAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCT

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610761 Diaphanosoma sp. water mite diet isolate 2526-BHL072216-GBD23367_19521-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATACTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACTTCCTTAAGTATACTTATTCGAGCTGAATTAGGGCA

GCGTGGCAGTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTTTCATTGGTGGCTTTGGTAATTGACTGGTGCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCTCGAATA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTAGAAGGGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610762 Diaphanosoma sp. water mite diet isolate 2529-BHL072216-GBD4373_21658-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGAATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGGGTGGCAGAATTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTCTAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCTCGTA

TAAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACACTTCTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610763 Diaphanosoma sp. water mite diet isolate 2535-BHL072216-GBD4430_15208-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATTCTTATTCGAGCTGAATTAGGGCA

GGGTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGAGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610764 Diaphanosoma sp. water mite diet isolate 2538-BHL072216-GBD4267_15156-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACATCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGCCTGGCACATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGACTGGTGCATTTAATACTAGGTGCCCCTGATATGGCATTTCCTCGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTAGCTGGAAGAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610765 Diaphanosoma sp. water mite diet isolate 2543-BHL072216-GBD21163_12122-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCAG

TATGGCACAGTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCTCGTATAA

ACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGAAGGAAGAGCAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610766 Diaphanosoma sp. water mite diet isolate 2545-BHL072216-GBD18629_25519-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGATCAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTGTTGAAGATGACCCCCTTCTTGAACACGGCGTTTGGATGGAAGGGCAGGTGAAAATGGAGCGGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610767 Diaphanosoma sp. water mite diet isolate 2555-BHL072216-GBD20276_11935-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTTAGTATACTTATTCGAGCTGCATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTATGGAATATGACCCCCTGCTGTAACACGACATTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610768 Diaphanosoma sp. water mite diet isolate 2558-BHL072216-GBD18869_9173-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACTGCCTTAAGTATTCTTATTCGAGCTGAATTAGGTCA

GTGTGGCAGTCTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCCGATATGGCATTTCCTCGTTTA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610769 Diaphanosoma sp. water mite diet isolate 2564-BHL072216-GBD9300_21000-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGTATTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTAGTTCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCTCGTTTA

AACAATATAAGGTTCTGATTATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610770 Diaphanosoma sp. water mite diet isolate 2570-BHL072216-GBD23130_22361-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGATTTGGTAACTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCTCGAAT

AAACAATCTAAGATTTTGAATATTACCCCCTTCTTTAACTCTTCTATTGGCTAGAAGAGCAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610771 Diaphanosoma sp. water mite diet isolate 2583-BHL072216-GBD24432_12033-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACTGCTCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGCCTTATTGGTGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGAGGCTTTGGTAATTGTCTGGTGCCTTTAATGCTAGGTGCCCCTGATATGGCCTTTCCTCGTATA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610772 Diaphanosoma sp. water mite diet isolate 2585-BHL072216-GBD26307_8302-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGTTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGAATTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

GATGCCTATTCTAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCATTTCCTCGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTATTGGCTGGAACGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610773 Diaphanosoma sp. water mite diet isolate 2587-BHL072216-GBD25703_12238-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTTTATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCTCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCATTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATATAAGTTTTTGAATATTACCCCCTTCTTTAACACTTCTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610774 Diaphanosoma sp. water mite diet isolate 2589-BHL072216-GBD14775_23878-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGATCCGGGATAGTTGGAACTGCCTTAAGTATACTTATTCGAGCCGAATTAGGGC

AGCGTGGGAATCTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGAGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610775 Diaphanosoma sp. water mite diet isolate 2592-BHL072216-GBD14679_23363-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTCAGTATATTAATTCGAGCAGAGTTAGGCCA

ATGTGGTAGCCTTATTGGGGACGATCAAGTCTACAATGTTATTGTAACTGCTCATGCTTTTGTTATAATTTTCTTTATGGT

TATACCTATTCTTATTGGTGGGTTTGGAAATTGGTTGGTTCCTTTAATGTTAGGGGCTCCTGATATGGCCTTCCCTCGTTT

AAATAATTTAAGATTTTGATTACTTCCTCCTTCTTTAACTTTACTTTTAGTTGGTAGGGCTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449947, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610776 Diaphanosoma sp. water mite diet isolate 2595-BHL072216-GBD24095_19019-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCATATTTATAATGTTCTTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGTTGCCTTTAATACTAGGGGCCCCTGATATGGCTTTTCCTCGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACACTACTTTTGGCAGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610777 Diaphanosoma sp. water mite diet isolate 2596-BHL072216-GBD15386_23238-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGATCCGGGATAGTTGGAACTGCCTTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCATATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTGGTTGGAGGGGCAGTTGAAAATGAAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610778 Diaphanosoma sp. water mite diet isolate 2598-BHL072216-GBD14998_24465-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACTGCCTTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGATTTATTGGAGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTTTCATTGGTGGCTTTGGAAATTGTCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTAGAAGGGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610779 Diaphanosoma sp. water mite diet isolate 2603-BHL072216-GBD29452_16821-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGATCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGAAATTGGCTGGTGCCTTTAATACTCGGTGCCCCTGATATGGCTTTTCCCCGAAT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCGGTAACGCGGCGGGGGGGGGGAAGGGCAGGGGAAAAGGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610780 Diaphanosoma sp. water mite diet isolate 2604-BHL072216-GBD24120_24466-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATATTTTATTTTTGGAGCTTGGTCAGGGATAGTTGGAACAGCCTTAAGTATACTTATTCGAGCTGAATTAGGGC

AGCCTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTTTCATTGGTGGTTTTGGTAATTGACTTGTTCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACCCTTCTTTTAGCTAGAAGAGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610781 Diaphanosoma sp. water mite diet isolate 2605-BHL072216-GBD18982_22916-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTGGGAC

AGTGTGGTACATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCAGATATGGCTTTTCCACGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610782 Diaphanosoma sp. water mite diet isolate 2606-BHL072216-GBD17276_25849-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGCGTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTACAG

TTATGCCTATTCCAATTGGTGGCTTTGGTAATTGATTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCATTTCCTCGTA

TAAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610783 Diaphanosoma sp. water mite diet isolate 2612-BHL072216-GBD24017_15769-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACTTCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGTCTTATTGGTGATGAGCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTGTTCTCATTGGTGGCTTTGGAAATTGGCTGGTGCCTTTAATACTAGGTGCGCCTGATATGGCTTTTCCTCGTTTA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610784 Diaphanosoma sp. water mite diet isolate 2613-BHL072216-GBD22720_16099-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGGTCCGGGATATTTGGAACTTCCCTAAGTATACTTATTCGAGCTGAATTAGGGCAG

TGTGGCACATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTATAA

ACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGAGCAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610785 Diaphanosoma sp. water mite diet isolate 2616-BHL072216-GBD7283_16626-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGTACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGATTTATTGGTGATGACCAAATTTATAATGTAATTGTAACCGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTTTCATTGGTGGCTTTGGTAATTGACTTGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610786 Diaphanosoma sp. water mite diet isolate 2617-BHL072216-GBD22628_15349-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGTTTGATCCGGGATAGTTGGAACATCCTTAAGTATATTTATTCGAGCTGAATTAGGGCA

GCCTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTAATTGGTGGCTTTGGTAATTGGCTGGTTCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACCCTTCTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610787 Diaphanosoma sp. water mite diet isolate 2618-BHL072216-GBD29075_16279-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGATCCGGAATAGTTGGAACTGCCCTAAGTATACTTATTCGAGCTGAATTAGGACA

TTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTAATTGGTGGCTTTGGTAATTGACTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGCCTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610788 Diaphanosoma sp. water mite diet isolate 2627-BHL072216-GBD11074_13746-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTGTACTTATTCGAGCTGAATTAGGAC

AGTGTGGCAGTCTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCATATTCTCATTGGTGGATTTGGTAATTGACTGGTGCCTTTAATATTAGGTGCCCCTGATATGGCTTTTCCTCGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610789 Diaphanosoma sp. water mite diet isolate 2630-BHL072216-GBD20487_18040-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTCTTGGCTTCTTCCACCGTCTCTTACTCTTCTT

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610790 Diaphanosoma sp. water mite diet isolate 2632-BHL072216-GBD22797_27192-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCTCTAAGTATACTTATTCGAGCTGAATTAGGTCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGAAATTGGTTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCATTCCCTCGTATA

AACAGTTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610791 Diaphanosoma sp. water mite diet isolate 2636-BHL072216-GBD17570_28653-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACAGCCTTAAGTATACTTATTCGAGCGGAATTAGGGC

AGGTTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTGACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGACTGCTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTTTTGAGTATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610792 Diaphanosoma sp. water mite diet isolate 2641-BHL072216-GBD9334_24182-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGCACTGCTTTAAGTATATTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGATTTATTGGTGATGATCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGACTGGCGCCCTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTATA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACCCTTCTTTTGGTTGGAAGGGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610793 Diaphanosoma sp. water mite diet isolate 2647-BHL072216-GBD10288_3376-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATATTTTATTTTTGGAGTTTGATCCGGGATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCTGAATTAGGTCA

GCGTGGCAGTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTTTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTATA

AACAATATAAGGTTTTGAATATTACCCCCTTCTCTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610794 Diaphanosoma sp. water mite diet isolate 2648-BHL072216-GBD18754_9862-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATATTTTATTTTTGGAGTTTGATCCGGGATAGTTGGCACTTCTCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCACACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACGCTTCTTTTGGTTGGAAGGGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610795 Diaphanosoma sp. water mite diet isolate 2650-BHL072216-GBD25827_17859-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACTGCCCTAAGTATACTTATTCGAGCTGAATTCGGGC

AGTGTGGCAGAATTATTGGTGATGACCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATTGACTGGTGCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCTCGTA

TAAACAATATAAGGTTTTGAATATTACCCCCGTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610796 Diaphanosoma sp. water mite diet isolate 2654-BHL072216-GBD28584_20238-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACATCCTTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTCTGGAATATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTATA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTGGCTGGAAGAGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610797 Diaphanosoma sp. water mite diet isolate 2655-BHL072216-GBD22282_27360-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGATCCGGTATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

AGGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTAATTGGTGGCTTTGGTAATTGGCTGGTTCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTATA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTGGTTGGAAGTGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610798 Diaphanosoma sp. water mite diet isolate 2669-BHL072216-GBD19538_14021-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACATCCTTAAGTATACTTATTCGAGCGGAATTAGGGC

AGTGTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGTTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCACGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTTTTTAACTTTACTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610799 Diaphanosoma sp. water mite diet isolate 2671-BHL072216-GBD21982_9270-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACTTCCCTAAGTATACTTATTCGAGCTGAATTAGGTCA

GTGTGGCACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATATTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGTTTGGAACGGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610800 Diaphanosoma sp. water mite diet isolate 2678-BHL072216-GBD10934_9137-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACATCCCTAAGTATACTTATTCGAGCTGAATTCGGGCA

GTGTGGCTGTCTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTG

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGTCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATATAAGGTTTTGAATATTACCCCCGTCATTAACTCTACTATTGGCTGGAACGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610801 Diaphanosoma sp. water mite diet isolate 2686-BHL072216-GBD14997_11252-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTACTCGTTT

AAACAATTTAAGGTTTTGAATATTACCCCGTGCTTTAAAACGGCGTTGGGGTGGAAGGGCAGTTGAAAATGGAGCGGG

AGCAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610802 Diaphanosoma sp. water mite diet isolate 14241-BHL040517-GBD4165_14164-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATCGGCTAGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACACTGCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610803 Diaphanosoma sp.  water mite diet isolate 752-BHL040916-GBD13544_12306-Ldc69 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGAGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTT

TAAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610804 Diaphanosoma sp.  water mite diet isolate 813-BHL100916-GBD12814_11310-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCCGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACCCCACTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610805 Diaphanosoma sp.  water mite diet isolate 1135-BHL110116-GBD28335_18903-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCTTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGATT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610806 Diaphanosoma sp.  water mite diet isolate 1762-BHL110116-GBD15294_13786-Ldc71 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTCT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610807 Diaphanosoma sp.  water mite diet isolate 1851-BHL072216-GBD26392_11332-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACATCACTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATGG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTT

TAAACAATTTAAGGTTTTGAATATTACCCCCTTCATTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610808 Diaphanosoma sp.  water mite diet isolate 2061-BHL072216-GBD10680_6415-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATCGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTTTTAT

AGTTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCG

TTTAAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610809 Diaphanosoma sp.  water mite diet isolate 2190-BHL072216-GBD18065_3559-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGGGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGGTATGGCTTTTCCTCGTT

TAAACAATTTAAGGTTTTGATTACTACCCCCTTCTCTTACTCTTCTT

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610810 Diaphanosoma sp.  water mite diet isolate 2258-BHL072216-GBD24400_10178-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTTTTGAATATTACCACCATCTCTTACT

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610811 Diaphanosoma sp.  water mite diet isolate 2301-BHL072216-GBD13364_28768-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGTGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTATCTCTTCTT

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610812 Diaphanosoma sp.  water mite diet isolate 2361-BHL072216-GBD6594_5844-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GACTTTATATTTTATTTTCGGAGTATGATCTGGTATAGTAGGGACCGCTCTTAGTATATTAATTCGAGCAGAGTTAGGCC

AATGTGGTACCCTTATTGGGGACGATCAAATTTACAATGTTATTGTAACTGCTCATGCTTTTGTTATAATTTTCTTTATGG

TTATACCTATTCTAATTGGTGGGTTTGGAAATTGGTTGGTTCCTTTAATGTTAGGTGCTCCTGATATGGCCTTCCCTCGTA

TAAATAATATAAGATTTTGATTACTTCCTCCTTCTTTAACCTTACTTTTAGTTGGTAGGGCTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG449947, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610813 Diaphanosoma sp.  water mite diet isolate 2363-BHL072216-GBD4378_10305-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GACTTTACATTTTATTTTCGGAGTATGGTCTGGTATAGTAGGGACCGCTCTTAGTATATTAATTCGAGCAGAGTTAGGCC

ACTGTGGTAGCCTTATTGGGGAGGATCAAATCTACAATGTTATTGTAACTGCTCATGCTTTTGTTATAATTTTCTTTATGG

TTATACCTATTCTTATTGGTGGGTTTGGAAATTGGTTGGTTCCTTTAATGTTAGGGGCTCCTGATATGGCCTTTCCTCGTA

TAAATAATTTAAGATTTTGATTACTTCCTCCTTCTTTAACTTTACTTTTAGTTGGTAGGGCTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449947, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610814 Diaphanosoma sp.  water mite diet isolate 2424-BHL072216-GBD7432_6853-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCGGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTT

TAAATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTT

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610815 Diaphanosoma sp.  water mite diet isolate 2463-BHL072216-GBD19627_22181-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGTTTGGTCTGGTATAGTAGGGACCGCTCTTAGTATATTAATTCGAGCAGAGTTAGGCCAATGT

GGTAGCCTTATTGGGGACGATCAAATTTACAATGTTATTGTAACTGCTCATGCATTTGTTATAATTTTCTTTATGGTTATA

CCTATTCTTATTGGTGGGTTTGGAAATTGGTTGGTTCCTTTAATGTTAGGGGCTCCCGATATGGCCTTCCCTCGTTTAAAT

AATTTAAGATTTTGATTACTTCCTCCTTCTTTAACTTTACTTTTAGTTGGTAGGGCTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID MG449947, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610816 Diaphanosoma sp.  water mite diet isolate 2491-BHL072216-GBD27588_21507-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGCCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTTTTGACTACTACCCCCTTCTTTAAC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610817 Diaphanosoma sp.  water mite diet isolate 12940-BHL040517-GBD22425_21790-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGTAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGATGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610818 Diaphanosoma sp.  water mite diet isolate 13575-BHL040517-GBD7646_16419-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAGGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610819 Dicrotendipes modestus water mite diet isolate 5671-BHL032417-GBD6293_5056-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCTTTAAGTATACTTATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGTGGTTTCGGAAATTGATTAGTACCTTTAATATTAGGTGCCCCTGACATAGCCTTCCCGCGAAT

AAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR652336, identified in GenBank as 

Dicrotendipes modestus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW610820 Dicrotendipes modestus water mite diet isolate 8566-BHL101416-GBD23194_23079-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGACG

GCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGAAT

AAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTACTAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID MG449574, identified in GenBank 

as Dicrotendipes modestus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW610821 Dicrotendipes modestus water mite diet isolate 12205-BHL040517-GBD23194_23079-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGACG

GCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGAAT

AAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTACTAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID MG449574, identified in GenBank 

as Dicrotendipes modestus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW610822 Dicrotendipes sp. water mite diet isolate 789-BHL040916-GBD16876_8623-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAATAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTGATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCCATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTATAATATTAGGAGCTCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCACCTTCTCTAACCCTTCTTCTTTCTAGAGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610823 Dicrotendipes sp. water mite diet isolate 1184-BHL110116-GBD16471_10301-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGGCAC

CCTGGAACATTTATTGGAGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610824 Dicrotendipes sp. water mite diet isolate 1224-BHL110116-GBD11962_20229-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAAAACTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTTACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610825 Dicrotendipes sp. water mite diet isolate 1251-BHL110116-GBD12456_12641-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610826 Dicrotendipes sp. water mite diet isolate 1252-BHL110116-GBD11623_9105-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATATTTATTCGAGCAGAACTAGGTC

GAGCTGGTACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610827 Dicrotendipes sp. water mite diet isolate 1291-BHL110116-GBD3723_8246-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTCTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610828 Dicrotendipes sp. water mite diet isolate 1321-BHL110116-GBD20683_12518-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTC-

TAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610829 Dicrotendipes sp. water mite diet isolate 1339-BHL110116-GBD8723_8503-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCAAC

CTGGAACTTTTATTGGTGATGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTAT

ACCAATTTTAATTGGAGGATTTGGAAATTGACTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGGATAA

ATAACATAAGTTTTTGATTACTACCCCCATCTCTTACCCTTCTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610830 Dicrotendipes sp. water mite diet isolate 1342-BHL110116-GBD12277_28390-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATTTTTATTCGAGCAGAACTAGGTCAA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTGA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCGCGGATA

AATAATATAAGATTTTGATTACTACCCCCTTCACTTACTCTTCTTCTAACTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610831 Dicrotendipes sp. water mite diet isolate 1359-BHL110116-GBD21834_6209-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCTCTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

GTCCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGTGGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTACTACCCCCTTCCCTTACTCTTCTACTTTCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610832 Dicrotendipes sp. water mite diet isolate 1361-BHL110116-GBD23410_18062-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTCTTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCTTCGGATA

AATAATATAAGTTTTTGAATACGACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610833 Dicrotendipes sp. water mite diet isolate 1374-BHL110116-GBD24726_24142-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATATTTATTCGAGCTGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTTATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGTGCACCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGATTTTGACTACTACCCCCCTCTCTAACTCTTCTACTTTCTAGAACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610834 Dicrotendipes sp. water mite diet isolate 1379-BHL110116-GBD23023_19622-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAATTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCAA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTTCTTCCTTTAATATTAGGAGCACCCGATATAGCTTTCCCTCGGATAA

ATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACCCTTCTTCTATCTAGAACAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610835 Dicrotendipes sp. water mite diet isolate 1393-BHL110116-GBD22010_25694-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATATTAATTCGAGCAGAACTAGGTCGA

GCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCATTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCACTAACTCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610836 Dicrotendipes sp. water mite diet isolate 1399-BHL110116-GBD8032_23843-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTAATTCGAGCAGAACTAGGTC

ACCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTTGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTATCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610837 Dicrotendipes sp. water mite diet isolate 1414-BHL110116-GBD24916_7484-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAACTAGGTCAA

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATATGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCATCTCTAACTCTTCTTCTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610838 Dicrotendipes sp. water mite diet isolate 1669-BHL110116-GBD8105_17202-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGA

GCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTAT

AATTTTTTTCATAGTTATACCAATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTTAGGGGCTCCTGATAT

AGCTTTCCCTCGAATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID JF412109, identified in GenBank as 

Dicrotendipes pelochloris. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW610839 Dicrotendipes sp. water mite diet isolate 2093-BHL072216-GBD18455_4341-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATCCT

GGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTCTTTATAGTTATAC

CAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATAAAT

AATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610840 Dicrotendipes sp. water mite diet isolate 2113-BHL072216-GBD6060_12303-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCCTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTAC-

CTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610841 Dicrotendipes sp. water mite diet isolate 2133-BHL072216-GBD25322_6570-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610842 Dicrotendipes sp. water mite diet isolate 2143-BHL072216-GBD13356_14757-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAACAGAATTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGTGGCTCCTGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610843 Dicrotendipes sp. water mite diet isolate 2144-BHL072216-GBD11603_9585-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATGATATAAGTTTTTGGTTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610844 Dicrotendipes sp. water mite diet isolate 2153-BHL072216-GBD15959_3925-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTTGGAGCTTGAGCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCG

ACCTGTAACTTTTATTGGTGACGTTCAAATTTCCAACGTAATTGTTACAGCGCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGAAT

AAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR746632, identified in GenBank as 

Dicrotendipes modestus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW610845 Dicrotendipes sp. water mite diet isolate 2155-BHL072216-GBD5627_7269-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAATA

AATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTGTCAAGATCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610846 Dicrotendipes sp. water mite diet isolate 2160-BHL072216-GBD9974_2769-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACGCCCAGG

TACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTCTTTATAGTTATACCA

ATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATAAATAA

TATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610847 Dicrotendipes sp. water mite diet isolate 2172-BHL072216-GBD14534_5071-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGTATATTAATCCGTGCAGAATTAGGACAC

CCGGGAACTTTAATCGGAGATGATCTAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGACCA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610848 Dicrotendipes sp. water mite diet isolate 2178-BHL072216-GBD26149_12302-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATGGCTTTCCCGCGAA

TAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTGAACTCTCTTACTTTCTAGAACAATTGTCGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610849 Dicrotendipes sp. water mite diet isolate 2192-BHL072216-GBD15341_14467-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTAA

ACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR294549, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610850 Dicrotendipes sp. water mite diet isolate 2231-BHL072216-GBD13763_26120-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTTGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATCGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610851 Dicrotendipes sp. water mite diet isolate 2274-BHL072216-GBD25398_21404-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTAGA

CCTGGTACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTAAAGCTCATGTTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGATGATTTGGAAATTGATTTGTTCCTTTAATATTAGGTGCACCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGTTTTTGATTACTACCACCATCTCTTACTTTATTACATTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610852 Dicrotendipes sp. water mite diet isolate 2279-BHL072216-GBD6799_23732-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTCTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGACG

ACCTGGAACTTTTATTGGAGATGACCAAATTTATAGTGTAATTGTAACAGCTCACGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGACTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610853 Dicrotendipes sp. water mite diet isolate 2297-BHL072216-GBD11781_4289-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGCAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTC

ATCCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCCTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCCTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610854 Dicrotendipes sp. water mite diet isolate 2316-BHL072216-GBD17401_14139-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCAC

CCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGAATA

AATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR746632, identified in GenBank as 

Dicrotendipes modestus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW610855 Dicrotendipes sp. water mite diet isolate 2327-BHL072216-GBD6529_12093-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACCGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTATCTAGTTCTACTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610856 Dicrotendipes sp. water mite diet isolate 2328-BHL072216-GBD6326_8872-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610857 Dicrotendipes sp. water mite diet isolate 2331-BHL072216-GBD22614_4633-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCTCTAAGTATACTTATTTGAGCAGAATTAGGTCG

AACTGGAACATTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTTGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610858 Dicrotendipes sp. water mite diet isolate 2344-BHL072216-GBD25979_13414-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGTATGGTCTGGTATAGTAGGGACCGCTCTTAGTATATTAATTCGAGCAGAGTTAGGCCA

ATGTGGTAGCCTTATTGGGGACGATCAAATTTACAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR290333, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610859 Dicrotendipes sp. water mite diet isolate 2372-BHL072216-GBD21359_19570-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATCTTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTTAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTTTTGGTTACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610860 Dicrotendipes sp. water mite diet isolate 2373-BHL072216-GBD6315_10854-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAAGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGGGGCTTTGGAAATTGACTATTGCCTCTTATACTCGGGGCTCCCGACATAGCCTTTCCTCGAAT

AAATAACATGAGATTCTGATTACTTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610861 Dicrotendipes sp. water mite diet isolate 2377-BHL072216-GBD13545_2665-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCTCTCGAATAA

ATAATATAAGTTTTTGATTATTGCCACCTTCTCTTAC-

CTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGACCAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610862 Dicrotendipes sp. water mite diet isolate 2379-BHL072216-GBD10815_25327-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTCTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCCTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGGTTTTGACCTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGCTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610863 Dicrotendipes sp. water mite diet isolate 2441-BHL072216-GBD24410_23056-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTAT

ACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTCTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTACCCCCCTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610864 Dicrotendipes sp. water mite diet isolate 2468-BHL072216-GBD10860_9497-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGTATACTTATTCGTGCAGAATTAGGTCATCCAGGC

ACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTCTTTATAGTTATACCAA

TTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATAAATAAT

ATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTTTTCTTTCTAAATCAATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610865 Dicrotendipes sp. water mite diet isolate 2472-BHL072216-GBD25707_21649-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAAAATTAGGACG

GCCAGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACCACCCCCTTCACTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR670930, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610866 Dicrotendipes sp. water mite diet isolate 2552-BHL072216-GBD13167_25290-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGAC

GGCCAGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCATCAGATATGGCTTTCCCGCGAA

TAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR657857, identified in GenBank as 

Dicrotendipes modestus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW610867 Dicrotendipes sp. water mite diet isolate 2566-BHL072216-GBD23443_17427-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGCACTTCTTTAAGTATATTTATTCGCCTAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCTTCACTAACCCTTCTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610868 Dicrotendipes sp. water mite diet isolate 2588-BHL072216-GBD23315_18545-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGTAGAATTAGGAC

AACCTGGATCATTTATTGGAGACGATCAAATTTACAACGTAATTGTTACAGCACATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTACTACCCCCTTCTCTAACCCTACTTCTTTCTAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610869 Dicrotendipes sp. water mite diet isolate 2639-BHL072216-GBD10822_7052-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTC

GACCTGGAACTTTTATTGGCGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCTCCCGACATAGCCTTTCCTCGAAT

AAATAACATGAGATTCTGATTACTTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610870 Dicrotendipes sp. water mite diet isolate 2668-BHL072216-GBD22038_26934-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTC

AACCTGGAACTTTTATTGGTGATGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTAACTCTTCTACTTTCTAGGACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610871 Dicrotendipes sp. water mite diet isolate 2680-BHL072216-GBD18650_18518-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCAGGAAGTTTATTAGGTGATGATCACCTTTATAACGTTATTGTCACGGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610872 Dicrotendipes sp. water mite diet isolate 2689-BHL072216-GBD11726_7922-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCAAC

CTGGAACTTTTATTGGTGATGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTAT

ACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCAACAGATATAGCTTTCCCTCGGATAA

ATAACATAAGTTTTTGATTACTACCCCCATCTCTAACTCTTCTTCTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610873 Dicrotendipes sp. water mite diet isolate 2694-BHL072216-GBD23896_13021-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGAATACTTATCCGAGCAGAATTAGGTCAT

CCAGGTACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTACTTCTTTCTAGAGCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610874 Dicrotendipes sp. water mite diet isolate 3757-BHL032417-GBD25141_20913-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATACTTATTCGAGCAGAATTAGGTC

GACCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGACATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACTCTTTTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610875 Dicrotendipes sp. water mite diet isolate 6335-BHL032417-GBD26877_11602-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610876 Dicrotendipes sp. water mite diet isolate 7544-BHL040517-GBD8263_17228-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGCAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTTATGG

TTATACCTATTCTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610877 Dicrotendipes sp. water mite diet isolate 7648-BHL040517-GBD4235_20469-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTCATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATTGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCACGAAT

AAATAATATAAGATTCTGACTATTACCTCCTTCTCTAACCCTACTGCTTTCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610878 Dicrotendipes sp. water mite diet isolate 7657-BHL040517-GBD3719_9150-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTTGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGATCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610879 Dicrotendipes sp. water mite diet isolate 7684-BHL040517-GBD6598_7009-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATTGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCAAATAA

ATAACATAAGATTTTGATTATTACCACCTTCTTTAA-

CATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610880 Dicrotendipes sp. water mite diet isolate 7687-BHL040517-GBD21665_4288-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTATCAAGTACTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610881 Dicrotendipes sp. water mite diet isolate 7740-BHL040517-GBD3437_8675-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCTGGGACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610882 Dicrotendipes sp. water mite diet isolate 7749-BHL040517-GBD8118_9099-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGT

CCCGGGACATTTATTGGAGATGATCAAGTTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATGGTTA

TATCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGAACAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610883 Dicrotendipes sp. water mite diet isolate 7773-BHL040517-GBD23336_16536-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCGGAATTAGGACG

ACCCGGGACATTTATTGGAGATAATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATTGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGCACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610884 Dicrotendipes sp. water mite diet isolate 7775-BHL040517-GBD24276_20227-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCCGT

GACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610885 Dicrotendipes sp. water mite diet isolate 7789-BHL040517-GBD13419_7018-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACGACCCG

GAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTATACC

TATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATA

ATATAAGTTTCTGGCTACTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610886 Dicrotendipes sp. water mite diet isolate 7798-BHL040517-GBD22050_16872-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGTATGCTAATTCGAGCAAAACTTGGACGACCTGG

TACTTTTATTGGAGATGACCAGATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCGCGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCCTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610887 Dicrotendipes sp. water mite diet isolate 7808-BHL040517-GBD17326_10456-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTCGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACAC

CCTGGGACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTGTCTAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610888 Dicrotendipes sp. water mite diet isolate 7817-BHL040517-GBD6777_9226-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATTTTTGGGGCTTGATCCGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCAAATTAGGACGACCCGG

GACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTAATATCAGGAGCACCTGATATAGCTTTCCCATGAATAAATAAT

ATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610889 Dicrotendipes sp. water mite diet isolate 7823-BHL040517-GBD11601_12654-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGAACATTCATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATTGTTA

TACCTATTTTAATTGGAGGATTCGGAAACTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610890 Dicrotendipes sp. water mite diet isolate 7838-BHL040517-GBD7617_25276-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGTATTCGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGATCCTGACTATTACCTCCTTCTCTAACCCGACTTCTTTCTAGAACAATAGTAGAAAATAGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610891 Dicrotendipes sp. water mite diet isolate 7885-BHL040517-GBD28368_17807-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGACGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGACCCCGATATAGCTGTCCCACGAAT

AAATAAAATAAGTATCTGACTATTACCTCCTTCTCTAACTCTACTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610892 Dicrotendipes sp. water mite diet isolate 7900-BHL040517-GBD27351_22497-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAATTTCCTTAAGTATACTTATTCGAGCAGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAGTCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAAATGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCCCCTTCTCTAACCCTTCTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610893 Dicrotendipes sp. water mite diet isolate 7914-BHL040517-GBD24299_14798-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATATGGAATAGTAGGAACTTCCTTAAGTATGCTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTCATGGT

TATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCCACTTTCTAGATCAATGGTAAAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610894 Dicrotendipes sp. water mite diet isolate 7919-BHL040517-GBD29221_16766-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTTTAAGTATACTTATTCGAGCAGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTACTGCTATCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610895 Dicrotendipes sp. water mite diet isolate 7941-BHL040517-GBD17227_19778-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTACTCGAGCCAAATTAGGACGA

CACGGGACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCAAGCTTTTATTATAATTTTTTTTATTGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCATGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610896 Dicrotendipes sp. water mite diet isolate 7973-BHL040517-GBD13686_10978-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAGTAATAGGAACTTCCTTAAGTATACTTATTCGAGCTGAATTAGGACCA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATTGTTA

TACCTATTTTAATTGGAGTATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610897 Dicrotendipes sp. water mite diet isolate 7988-BHL040517-GBD11031_17820-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGAATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGGTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGGTTTGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCCGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAATTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610898 Dicrotendipes sp. water mite diet isolate 7990-BHL040517-GBD24213_5332-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAATTTACTTAAGTATACTTATTCGAGCCGAATTAGGACGA

ACCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCACCCGATATAGCTTTCCCGCGAATA

AATAATATAAGGTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGAACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610899 Dicrotendipes sp. water mite diet isolate 7992-BHL040517-GBD28312_19787-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCTTAAGTATACTAATTCGAGCCGAATTAGGTCG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGATGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCTCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTTTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGAACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610900 Dicrotendipes sp. water mite diet isolate 7996-BHL040517-GBD11514_17361-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGTTATAGCTTTTCCTCGAATAA

ATAATATAAGTTTCTGACTTTTATCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610901 Dicrotendipes sp. water mite diet isolate 7998-BHL040517-GBD21676_23868-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCTTAAGTATATTTATTCGAGCCGAATTAGGACGT

CCCGGGACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610902 Dicrotendipes sp. water mite diet isolate 8008-BHL040517-GBD23213_15387-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACTTCCTTAAGTATGCTTATTCGAGCAGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTCGGAAATTGACTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610903 Dicrotendipes sp. water mite diet isolate 8045-BHL040517-GBD16054_2904-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTACTCGAGCCGAATTAGGACG

ACCCTTTACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTGCATGCTTTTATTATAATTTTTTTTATTGTT

ATACCTATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGACCA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610904 Dicrotendipes sp. water mite diet isolate 8076-BHL040517-GBD14850_16848-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATATTTATTCGAGCAGAATTAGGACGA

CCCGTTTCTTTTATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATTGTTAT

ACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610905 Dicrotendipes sp. water mite diet isolate 8087-BHL040517-GBD15583_2800-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAGTAGTGGGAGCTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGTGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTAGAGTTCATGCTTTTATTATAATTTTTTTTATTGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTCCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGACC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610906 Dicrotendipes sp. water mite diet isolate 8090-BHL040517-GBD16232_3354-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTGTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCTTTACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTTGAGGATTAGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAAATCAATTGTAGAAAATGGAGCTGGACCA

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610907 Dicrotendipes sp. water mite diet isolate 8113-BHL040517-GBD25891_19269-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCAGAACTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAGTTTACAATGTAATTGTTACAGCTCATGCTTTTAGTATAATTTTTTTCATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATAATAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610908 Dicrotendipes sp. water mite diet isolate 8124-BHL040517-GBD18064_21735-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGATACTTCCTTATGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AACAATATAAGGTTCTGACTATTACCTCCTTCTCTAACCCTGCCTCTTTCGAGATCAAGTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610909 Dicrotendipes sp. water mite diet isolate 8127-BHL040517-GBD25582_12401-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGACTA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAACATAAGTTTCTGACTATTACCTCCTTATCTAACTCTTCTTCTATCTAGAACAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610910 Dicrotendipes sp. water mite diet isolate 8133-BHL040517-GBD20785_10714-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTCATTTTCGGTGCCTGATCAGGGATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCCCGG

AACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCTTGCTTTTATTATAATTTTTTTTATTGTTATACCTA

TTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATAAT

ATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAAACGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610911 Dicrotendipes sp. water mite diet isolate 8152-BHL040517-GBD12347_10688-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCTCCAGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610912 Dicrotendipes sp. water mite diet isolate 8166-BHL040517-GBD4528_16400-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACCTTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTTTTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCCCCTTCTCTAACCCTTCTTCTTTCTAGATCAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610913 Dicrotendipes sp. water mite diet isolate 8167-BHL040517-GBD9487_25717-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCTCCAGATATAGCGTCCCCACGAATA

AATAATATAAGATTCTGACTATTACCTCCTTCTCTAACCCTACTTCTATCTAGAACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610914 Dicrotendipes sp. water mite diet isolate 8208-BHL040517-GBD24912_13803-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTATAATGTAATTATTACAGCCCATGCTTTTATTATAATTTTTTTTATTGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCCAACCCTTCTGCTATCTAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610915 Dicrotendipes sp. water mite diet isolate 8211-BHL040517-GBD24569_11064-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATATTTATTCGAGCCGAATTAGGACGC

GCCGGTTCATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAACATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610916 Dicrotendipes sp. water mite diet isolate 8214-BHL040517-GBD23183_26900-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGT

CCCGGAACATTTATTGGAGATGTTCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTATTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGATTCTGACTATTACCTCCTTCTCTAACTCTACTTCTTTCAAGAACAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610917 Dicrotendipes sp. water mite diet isolate 8216-BHL040517-GBD8926_19207-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAACTATACTTATTCGATCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAGTCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTCTGATTACTCCCTCCTTCTCTAACTCTTCTTCTTTCTAAATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610918 Dicrotendipes sp. water mite diet isolate 8228-BHL040517-GBD14345_27453-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGC

CCCGGGACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTGCAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTATTCCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCACGAATAA

ATAATATAAGTTCCTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610919 Dicrotendipes sp. water mite diet isolate 8233-BHL040517-GBD6657_22774-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTAGAGCTTGATCAGAGATATTAGGGACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACG

ACCAGGAACTTTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGGTATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610920 Dicrotendipes sp. water mite diet isolate 8244-BHL040517-GBD16264_2814-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTATACTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCCTTAAGTATATTGATTCGAGCCGAATTAGGACT

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTTTTTATGGT

TATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGCGCTGGACC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610921 Dicrotendipes sp. water mite diet isolate 8253-BHL040517-GBD19163_7452-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTACTTTATTTTTGGTGCCTGATCTGGAATAGTAGGAACTTCCTTAAGTATATTTATTCGAGCCGAATTAGGACGT

CCCGGGACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGATTCTGACTATTACCTCCTTCTCTAACCCTTCTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610922 Dicrotendipes sp. water mite diet isolate 8284-BHL040517-GBD19580_11186-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATTTACAATGTAATTGTTATAGCTCATGCTTTTATTATAATTTTTTTTATTGTTA

TGCCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610923 Dicrotendipes sp. water mite diet isolate 8307-BHL040517-GBD11534_14905-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGTGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTGCCATTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGATTCTGACTATTACCACCTTCTCTAACTCTACTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610924 Dicrotendipes sp. water mite diet isolate 8313-BHL040517-GBD26505_16110-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGC

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTA

ATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCTCCGATATAGCATTCCCACGAATA

AATAATATAAGTTTCTGATTATTACCTCCTTCTCTAACCCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610925 Dicrotendipes sp. water mite diet isolate 8315-BHL040517-GBD28966_19408-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACAA

CCTGGGACATTTATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTACTGCTATCTAGATCAATTGTAGAAAATGGAGCTGAAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610926 Dicrotendipes sp. water mite diet isolate 8324-BHL040517-GBD24443_24138-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTATGTATACTTATTCGAGCCGACTTAGGACGA

CCCGGGACATTTATTGGAGATGATCATATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTTGAGGATTCGGAAATTGATTAGTTCCTTTAATATTAGGAGACCCCGATATAGCATTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610927 Dicrotendipes sp. water mite diet isolate 8341-BHL040517-GBD6682_22473-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATATTAGGTACTTCCTTAAGTATACTTATTCGAGCCGCATTAGGATGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGTTTCAGAAATTGATTAGTCCCTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGATTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610928 Dicrotendipes sp. water mite diet isolate 8346-BHL040517-GBD3565_11648-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATTTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTATTGTTA

TACCCATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACTAATAA

ATAATATAAGTTTCTGACTATTACCCCCTTCTCTAACCCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610929 Dicrotendipes sp. water mite diet isolate 8355-BHL040517-GBD8905_14109-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAGTATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTTACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610930 Dicrotendipes sp. water mite diet isolate 8356-BHL040517-GBD5524_23436-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGCATTAGGACGA

CCCGAGACATTTATTGGAGATTATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGTAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGTCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTTCTTCTCTAACTCTTCTTCTTTCTAAATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610931 Dicrotendipes sp. water mite diet isolate 8360-BHL040517-GBD22604_11545-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAGTCTACAATGTAATTGTTACAGCTCATGCTTTTATTGTAATTTTTTTCATAGT

TATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610932 Dicrotendipes sp. water mite diet isolate 8363-BHL040517-GBD5161_17783-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCCTTCAGTATACTTATTCGAGCCGCATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGGCTATGACCTCCTTCTCTAACCCATCATCAATCTAGAGCAATAGTAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610933 Dicrotendipes sp. water mite diet isolate 8886-BHL032417-GBD11327_2198-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACGGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR273898, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610934 Dicrotendipes sp. water mite diet isolate 8902-BHL032417-GBD20375_15543-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610935 Dicrotendipes sp. water mite diet isolate 8907-BHL032417-GBD8142_5040-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTCATAGT

TATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACGCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR284424, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610936 Dicrotendipes sp. water mite diet isolate 8908-BHL032417-GBD23009_3772-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610937 Dicrotendipes sp. water mite diet isolate 8923-BHL032417-GBD14311_1847-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCATCACTTACTCTACTACTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610938 Dicrotendipes sp. water mite diet isolate 8959-BHL032417-GBD24335_24253-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCT

GGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTCTTTATAGTTATAC

CAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCGCCAGATATAGCTTTTCCTCGGATAAAT

AATATAAGTTTTTGATTACGCCCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID KR180045, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610939 Dicrotendipes sp. water mite diet isolate 8963-BHL032417-GBD23243_21287-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCGTCTCTAACTCTACGACGATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610940 Dicrotendipes sp. water mite diet isolate 8975-BHL032417-GBD6601_6077-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

GACCTGGAGCTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATCATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCGTCCCCCTTCATTAACGCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610941 Dicrotendipes sp. water mite diet isolate 8979-BHL032417-GBD3825_10066-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGAGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTGCTTCTTTCTAGAACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610942 Dicrotendipes sp. water mite diet isolate 8983-BHL032417-GBD18275_17131-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTTTATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

AACCAGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTACTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610943 Dicrotendipes sp. water mite diet isolate 8995-BHL032417-GBD13437_7103-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGAGATGACCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGGAATCGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

A

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KR670930, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610944 Dicrotendipes sp. water mite diet isolate 9020-BHL032417-GBD23330_22028-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTCCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTC

TAACAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGGTTTTGACTTTTACCCCCCGTTCTTACTCTTCTCCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610945 Dicrotendipes sp. water mite diet isolate 9033-BHL032417-GBD18537_25430-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAATTAGGTCAA

CCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGTACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTAACTCTACTTCTTTCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610946 Dicrotendipes sp. water mite diet isolate 9039-BHL032417-GBD4900_21008-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTCCTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATCAGTTCCTTTAATATTAGGGGCGCCAGATATAGCTTTTCCTCGGA

TAAATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277564, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610947 Dicrotendipes sp. water mite diet isolate 9053-BHL032417-GBD24316_22187-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAGCTAGGTC

AACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGATTTTGACTACTACCCCCTTCTCTTACTCTTCTACTTTCTAGAACAATAGTAGAAAATGGAGCTAGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR285427, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610948 Dicrotendipes sp. water mite diet isolate 9054-BHL032417-GBD10262_11911-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGCCG

ACCCGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610949 Dicrotendipes sp. water mite diet isolate 9057-BHL032417-GBD11534_21413-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACTTTATATTTCATTTTTGGAGCCTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAACTAG

GTCAACCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTAT

AGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCGCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGATTACTACCCCCTTCTCTAACTCTTCTACTTTCTAGAACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR155720, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610950 Dicrotendipes sp. water mite diet isolate 9083-BHL032417-GBD9463_23234-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATAGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610951 Dicrotendipes sp. water mite diet isolate 9090-BHL032417-GBD21996_21283-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATCTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATATTTATTCGAGCAGAACTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCGCCTGATATAGCATTTCCTCGGAT

AAATAATATAAGTTTTTGATTACTCCCCCCTTCACTAACTCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR277564, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610952 Dicrotendipes sp. water mite diet isolate 9091-BHL032417-GBD6838_16750-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGTACTTCTCTAAGTATACTAATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGGTTTGGGAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTACTACCCCCTTCACTAACTCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610953 Dicrotendipes sp. water mite diet isolate 9106-BHL032417-GBD11006_27496-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAACTAGGCCAA

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTGGGGGCACCAGATATAGCATTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCGTCACTTACTCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610954 Dicrotendipes sp. water mite diet isolate 9136-BHL032417-GBD21270_26678-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTCCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGACATTGATTAGTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTA

TAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610955 Dicrotendipes sp. water mite diet isolate 9153-BHL032417-GBD4967_9468-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGTAATTGATTGGTTCCTTTAATACTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGGTTTTGAATACTACCCCCTTCTCTTACTCTTCTTCTGGCTAGAACAACAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610956 Dicrotendipes sp. water mite diet isolate 9157-BHL032417-GBD9173_27009-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAACTAGGTC

GACCTGGTACTTTTATTGGAGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTACTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610957 Dicrotendipes sp. water mite diet isolate 9158-BHL032417-GBD16675_28593-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAACTAGGTCAA

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCGTTCCCTCGAATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACCCTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610958 Dicrotendipes sp. water mite diet isolate 9159-BHL032417-GBD7443_5073-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTCTTTATAGCT

ATACCAATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTGGGGGCCCCTGATATAGCTTTCCCTCGAATA

AATAATACAAGTTTTTGACTTTTACCTCCTTCTTTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ088118, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610959 Dicrotendipes sp. water mite diet isolate 9160-BHL032417-GBD24144_6015-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCAA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGGAATTGTTACTGCTCATGCTTTTATAATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTACCTTTAATATTAGGTGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTAACTCTACTACTTTCTAGAGCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610960 Dicrotendipes sp. water mite diet isolate 9173-BHL032417-GBD24569_19755-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATATTTATTCGAGCAGAACTAGGACGA

CCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTACTACCCCCTTCTCTAACTCTTCTTCTTTCAAGAACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610961 Dicrotendipes sp. water mite diet isolate 9177-BHL032417-GBD25363_16185-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTAATTCGAGCAGAGTTGGGTCA

ACCTGGAACATTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCATCTCTAACCCTACTTCTTTCTAGAACAGTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610962 Dicrotendipes sp. water mite diet isolate 9178-BHL032417-GBD21829_7473-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGCATAGTTGGAACTTCTCTAAGTATATTTATTCGAGCAGAACTCGGTCAA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACCGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGTGGCACCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGTTTTTGATTACTACCCCCGTCACTTACTCTTCTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610963 Dicrotendipes sp. water mite diet isolate 9184-BHL032417-GBD13525_24774-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCCGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAACTAGGACGA

CCAGGAACTTTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTCCCTTTAATATTTGGAGCACCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610964 Dicrotendipes sp. water mite diet isolate 9194-BHL032417-GBD23365_26021-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCCA

CCAGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCGCGGATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTAACTCTACTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610965 Dicrotendipes sp. water mite diet isolate 9211-BHL032417-GBD23384_26027-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATATTTATTCGAGTAGAATTAGGAC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCGCGAA

TAAATAATATAAGATTTTGATTACTACCCCCTTCACTTACCCTACTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610966 Dicrotendipes sp. water mite diet isolate 9215-BHL032417-GBD23326_20211-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGCGCAGAACTAGGTCAT

CCTGGAACTTTTATTGGTGACGATCAATTTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTAACACTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610967 Dicrotendipes sp. water mite diet isolate 9217-BHL032417-GBD8940_16066-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAACTCGGTC

AACCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGATTTTGATTACTACCCCCTTCTCTTACTCTACTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610968 Dicrotendipes sp. water mite diet isolate 9221-BHL032417-GBD6803_21765-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATACTTATTCGAGCAGAACTAGGTC

AACCTGGATCTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCGCCAGATATAGCATTCCCTCGGA

TAAATAATATAAGTTTTTGATTACTTCCCCCTTCACTTACTCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610969 Dicrotendipes sp. water mite diet isolate 9224-BHL032417-GBD20768_14337-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGTAGAATTAGGACAA

CCTGGAACATTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTTTAATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTAACCCTACTTCTTTCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610970 Dicrotendipes sp. water mite diet isolate 9225-BHL032417-GBD24077_15402-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATCGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCGTTTCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTAACCCTACTACCAACTAGAACAATTGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610971 Dicrotendipes sp. water mite diet isolate 9229-BHL032417-GBD20986_20060-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATGCTTATTCGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGTGATGACCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTTGTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCACTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610972 Dicrotendipes sp. water mite diet isolate 9235-BHL032417-GBD20631_14275-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAATTAGGAC

AACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACC

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610973 Dicrotendipes sp. water mite diet isolate 9241-BHL032417-GBD17427_16736-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCAA

CCTGGAACATTTATTGGTGACGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCACGGATA

AATAATATAAGATTTTGATTACTACCACCTTCTCTTACTCTACTTCTTTCTAGAACAATGGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610974 Dicrotendipes sp. water mite diet isolate 9256-BHL032417-GBD14230_4244-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610975 Dicrotendipes sp. water mite diet isolate 9259-BHL032417-GBD24571_17853-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CATGGAACTTTTATTGGAGATGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGTTTTGGAAATTGATTGGTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGTTTTTGACTACTACCCCCTTCACTAACTCTTCTACTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610976 Dicrotendipes sp. water mite diet isolate 9270-BHL032417-GBD19567_17712-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTTATTCGAGCAGAACTCGGTCGA

ACTGGAACTTTTATTGGAGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTG

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCATTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCACTTACTCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610977 Dicrotendipes sp. water mite diet isolate 9290-BHL032417-GBD24065_20999-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTGAGTATACTTATTCGAGCAGAACTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAGATTTACAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGGGCACCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KP047722, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610978 Dicrotendipes sp. water mite diet isolate 9292-BHL032417-GBD18344_26442-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGACG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGGAATTGATTGTTTCCTTTAATATTAGGTGCCCCAGATATAGCTTTCCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCCTCTCTAACTCTTCTACTTTCTAGAACAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610979 Dicrotendipes sp. water mite diet isolate 9295-BHL032417-GBD23518_9066-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCTGGTATAGTTGGTACTTCTTTAAGTTTACTTATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TGCCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTACCCCCTTCACTAACTCTTCTACTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610980 Dicrotendipes sp. water mite diet isolate 9298-BHL032417-GBD27440_10101-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTAATTCGAGCAGAGCTAGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCCGATA

AATAATATAAGTATTTGATTACTACCCCCTTCTCTTACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610981 Dicrotendipes sp. water mite diet isolate 9312-BHL032417-GBD29108_15833-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAGATTTACAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGAGGCGCCAGATATAGCTTTTCCTCGGA

TAAATAATATAAGATTTTGATTACTCCCCCCTTCGCTAACTCAGCTACTTGCTAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277564, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610982 Dicrotendipes sp. water mite diet isolate 9316-BHL032417-GBD20025_7950-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACGTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTGGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACGCGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCGCCAGATATAGCTTTTCCTCGGATA

AATAATATAAGTTTTTGATTACTCCCCCCTCCTCTTACTCTTCTTCTTTCTAGAGCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR180045, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610983 Dicrotendipes sp. water mite diet isolate 9325-BHL032417-GBD9984_4296-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTTGGTACTTCTTTAAGTATACTTATTCGAGCAGAACTTGGTCGA

CCTGGTACTTTTATTGGTGATGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCACTTACTCTTCTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610984 Dicrotendipes sp. water mite diet isolate 9336-BHL032417-GBD27505_17855-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATACTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCACTAAGTATACTTATTCGAGCAGAACTAGGT

CGACCTGGAACTTTTATTGGAGATGATCAAATTTATAACGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTTGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610985 Dicrotendipes sp. water mite diet isolate 9362-BHL032417-GBD5376_14084-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTCTAAGTATATTAATTCGAGCAGAACTAGGTCAA

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTACCCCCTTCTCTAACTCTTCTTCTATCTAGCTCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610986 Dicrotendipes sp. water mite diet isolate 9372-BHL032417-GBD22644_3958-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGACT

ACCTGGAACTTTTATTGGTGATGATCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCGCCAGATATAGCTTTTCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCATCTCTAACCCTTCTTCTATCTAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KP040317, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610987 Dicrotendipes sp. water mite diet isolate 9388-BHL032417-GBD24842_24626-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATACTTATTCGAGCAAAGCTGGGTC

AACCTGGATCTTTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTACCTCCTTCTCTAACTCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610988 Dicrotendipes sp. water mite diet isolate 9396-BHL032417-GBD8558_5907-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGAT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGGAACTGATTGGTTCCATTAATATTAGGGGCACCAGATATAGCTTTCCCTCGG

ATAAATAATATAAGTTTTTGATTACGACCCCCTTCTCTTACTCTTCTTCTTTCTAGAGCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR285427, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610989 Dicrotendipes sp. water mite diet isolate 9399-BHL032417-GBD29235_12967-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

AACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTCTAATATTAGGGGCACCAGATATAGCGTTCCCTCGAA

TAAATAATATAAGTTTTTGACTACTACCCCCTTCTCTAACTCTTCTACTTTCAAGAACAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610990 Dicrotendipes sp. water mite diet isolate 9402-BHL032417-GBD26991_12403-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGAC

AAGCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGGAACTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGGAT

AAATAATACAAGTTTTTGATTACTACCCCCTTCACTAACTCTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610991 Dicrotendipes sp. water mite diet isolate 9409-BHL032417-GBD25831_7372-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

GACCTGGAACCTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGGAT

AAATAATATAAGATTTTGATTACTACCACCATCTCTTACTCTATTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610992 Dicrotendipes sp. water mite diet isolate 9411-BHL032417-GBD28303_15493-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAACTAGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTCCTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCGCCAGATATAGCTTTTCCTCGGAT

AAATAATATAAGTTTTTGATTACTCCCCCCTTCTCTTACTCTTCTTCTTTCTAAATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR166245, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610993 Dicrotendipes sp. water mite diet isolate 9417-BHL032417-GBD6239_6040-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGCACTTCTCTAAGTATACTTATTCGACTAGAATTAGGTC

GACCTGGATCTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCGCCAGATATAGCTTTTCCTCGGAT

AAATAATATAAGATTTTGATTACTACCCCCTTCACTTACTCTACTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277564, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610994 Dicrotendipes sp. water mite diet isolate 9418-BHL032417-GBD4978_19813-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAAAACTAGGTCG

CCCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCGCCCGATATAGCTTTTCCCCGGAT

AAATAATATAAGTTTTTGATTACTCCCCCCTTCTCTTACCCTTCTTCTATCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR287225, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610995 Dicrotendipes sp. water mite diet isolate 9434-BHL032417-GBD12128_3236-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATATTTATTCGAGCAGAACTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCATGCTTTTATAATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCGCCAGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTCCCCCCGTCTCTTACTCTTCTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277564, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW610996 Dicrotendipes sp. water mite diet isolate 9437-BHL032417-GBD15379_10472-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTACTCGAGCAGAATTAGGTCAA

CCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCTTCCCTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610997 Dicrotendipes sp. water mite diet isolate 9442-BHL032417-GBD25268_22039-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATACTTATTCGAGCAGAACTAGG

TCGTCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTA

GTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCGCCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTTTGATTACTCCCCCCTTCTCTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR155720, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610998 Dicrotendipes sp. water mite diet isolate 9443-BHL032417-GBD25309_8993-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCG

ACCTGGGACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCAAATA

AATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR169284, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW610999 Dicrotendipes sp. water mite diet isolate 9449-BHL032417-GBD15089_19025-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGTAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCATTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTAACTTTGCTATTATCTAGATCACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611000 Dicrotendipes sp. water mite diet isolate 9450-BHL032417-GBD25194_5481-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

ATCCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCAATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGGGCGCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTCCCCCCCTCTTTTACTCTTCTACTTTCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277499, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611001 Dicrotendipes sp. water mite diet isolate 9451-BHL032417-GBD24209_21850-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTCGGTC

AAACTGGTACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTAACTCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611002 Dicrotendipes sp. water mite diet isolate 9466-BHL032417-GBD19839_19689-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATACTTATTCGAGCAGAACTAGGACG

ACCCGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611003 Dicrotendipes sp. water mite diet isolate 9472-BHL032417-GBD18985_12187-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATATTTATTCGAGCAGAACTAGGACGA

CCAGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGGGCACCAGATATAGCATTCCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCATCTCTGACTCTTCTTCTGTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611004 Dicrotendipes sp. water mite diet isolate 9475-BHL032417-GBD22193_25280-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGTACTTCTTTAAGTATTCTTATTCGAGCAGAACTGGGTCAA

CCTGGTACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCTCCTTCTCTAACTCTACTACTATCTAGATCACTCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR155429, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611005 Dicrotendipes sp. water mite diet isolate 9477-BHL032417-GBD7880_20031-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACGACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATACAAGTTTTTGATCACGACCCCCTACTCCTACAATTCATAAATCTAGAGCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611006 Dicrotendipes sp. water mite diet isolate 9478-BHL032417-GBD23183_14736-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGCATAGTTGGCACTTCTCTAAGTATACTTATTCGAGCAGAACTCGGTC

GACCTGGTACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGGGCCCCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCACTAACTCTACTATTATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR291220, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611007 Dicrotendipes sp. water mite diet isolate 9483-BHL032417-GBD22864_22333-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCATGATCAGGAATAGTTGGAACTTCTTTAAGTATTTTTATTCGAGCAGAACTAGGTCGC

CCTGGTTCTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTAT

ACCAATTTTAATTGGAGGGTTTGGGAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCATTCCCTCGGATAA

ATAATATAAGTTTTTGATTACTACCCCCGTCACTAACTCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611008 Dicrotendipes sp. water mite diet isolate 9485-BHL032417-GBD18057_23597-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATATTTGGAACTTCTCTGAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTCTTTGATCACGACCCCCTTCTCCAACACTTCATAAATCTAGATCAAGTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611009 Dicrotendipes sp. water mite diet isolate 9488-BHL032417-GBD21790_3967-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTTGGAACTTCTCTAAGTATTTTTATTCGAGCAGAATTAGGTCAT

CCTGGATCTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTAACACTACTTCTATCAAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611010 Dicrotendipes sp. water mite diet isolate 9501-BHL032417-GBD22966_7897-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGT

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCTGATATAGCTTTCCCACGAATA

AATAATATAAGATTTTGATTACTACCCCCATCTCTTACTCTACTTCTTTCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611011 Dicrotendipes sp. water mite diet isolate 9506-BHL032417-GBD21066_18149-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

AAACTGGCTCTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCACCTGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTGCTACCCCCTTCACTTACTCTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611012 Dicrotendipes sp. water mite diet isolate 9508-BHL032417-GBD16656_24290-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGTACTTCTCTAAGTATTTTTATTCGAGCAGAACTCGGTCA

CCCTGGATCTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACCGCTCATGCTTTTATTATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCGTCACTAACCCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KP041813, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611013 Dicrotendipes sp. water mite diet isolate 9510-BHL032417-GBD7459_20094-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACTTTATATTTCATTTTTGGAGCCTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAACTAG

GACGACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTTGGTAATTGATTAGTTCCTTTAATATTAGGAGCGCCAGATATAGCTTTTCCTCG

GATAAATAATATAAGATTTTGACTACTCCCCCCTTCTCTTACTCTTCTTCTTTCAAGAACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR155720, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611014 Dicrotendipes sp. water mite diet isolate 9511-BHL032417-GBD24913_21975-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGACTAGAACTAGGAC

AACCTGGATCATTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCTTCACTAACCTTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611015 Dicrotendipes sp. water mite diet isolate 9512-BHL032417-GBD27945_19834-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGAGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTACCCCCTTCATTAACTCTTCTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611016 Dicrotendipes sp. water mite diet isolate 9515-BHL032417-GBD18714_11050-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGCACTTCTTTAAGTATGCTAATTCGAGCAAAACTAGGTCAA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCACGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCGCCAGATATAGCTTTTCCTCGGATA

AATAATATAAGTTTTTGATTACTCCCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR769982, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611017 Dicrotendipes sp. water mite diet isolate 9535-BHL032417-GBD10235_22910-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACTTTATATTTCATTTTTGGAGCTTGATCCGGAATAGTTGGGACTTCTCTTAGTATACTTATTCGAGCAGATCTGGG

TCGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCACCAGATATAGCTTTCCCACGG

ATAAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR155720, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611018 Dicrotendipes sp. water mite diet isolate 9801-BHL040517-GBD15005_12114-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAGTATACTTGTTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAATCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTCTGACGATTACCTCCTTCACTAACCCTTCTTCTGTCTAGAGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611019 Dicrotendipes sp. water mite diet isolate 9927-BHL040517-GBD7552_8090-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACCTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611020 Dicrotendipes sp. water mite diet isolate 9965-BHL040517-GBD9287_25246-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCCGAATTAGGACGACCCG

GGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACC

TATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATA

ATATAAGTTTCTGACTATTACCTCCTTCTCTAATCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611021 Dicrotendipes sp. water mite diet isolate 9969-BHL040517-GBD23970_8861-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATACGAGCAGAACTTGGACGACCTGG

TACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611022 Dicrotendipes sp. water mite diet isolate 9975-BHL040517-GBD20886_5898-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCAGGAACATTTATTGGAGATGATCAAATTTTTAATGTAATTGCTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAGTTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGATTCTGACTATTACCTCCTTCTCTAACCCTACTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611023 Dicrotendipes sp. water mite diet isolate 9977-BHL040517-GBD19990_4732-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTTCAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTATTACTTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611024 Dicrotendipes sp. water mite diet isolate 10009-BHL040517-GBD17941_9816-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAATAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

ACCGGGACATTCATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCGCGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611025 Dicrotendipes sp. water mite diet isolate 10010-BHL040517-GBD20080_15307-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATACTTGGAGCACCAGATATAGCTTTCCCACGACTTA

ACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611026 Dicrotendipes sp. water mite diet isolate 10019-BHL040517-GBD25930_14524-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACTTTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGATTA

TACCTATTCTAATTGGAGGAATCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCCTTCCCACGAATA

AATAAAATAAATATCTGACCATCACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611027 Dicrotendipes sp. water mite diet isolate 10028-BHL040517-GBD4700_20497-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTGCTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611028 Dicrotendipes sp. water mite diet isolate 10043-BHL040517-GBD10725_9927-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTTCAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGATTTTGACTATTACCCCCATCACTAA---

TTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611029 Dicrotendipes sp. water mite diet isolate 10047-BHL040517-GBD20209_13156-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTACTCCCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611030 Dicrotendipes sp. water mite diet isolate 10053-BHL040517-GBD25948_9275-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACATCCTGAT

ACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTTATACCTA

TTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATAAT

ATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611031 Dicrotendipes sp. water mite diet isolate 10057-BHL040517-GBD13462_26618-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGATTTTGACTTTTGCCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611032 Dicrotendipes sp. water mite diet isolate 10071-BHL040517-GBD8715_18364-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAATAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TGCCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCGCGAATA

AATAATATAAGTTTCTGACTATTACCCCCTTCTCTAACCCTACCTCTATCTAGCTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611033 Dicrotendipes sp. water mite diet isolate 10109-BHL040517-GBD19440_12572-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCCCCTTCTCTAACCCTTCTTCTTTCTAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611034 Dicrotendipes sp. water mite diet isolate 10114-BHL040517-GBD23038_17749-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTAGGACGTCCTGGAACA

TTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACCTATTC

TAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATAATATA

AGTTTCTGACTATTACCTCCTTCTCTAATCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611035 Dicrotendipes sp. water mite diet isolate 10123-BHL040517-GBD14861_15565-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCAGACATAGCTTTCCCCCGTATA

AATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCCTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611036 Dicrotendipes sp. water mite diet isolate 10152-BHL040517-GBD7956_15974-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTTCAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATAAAGCTTTCCCACGAAAA

AAAAAAAAAAGGTTCTGACCAATACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611037 Dicrotendipes sp. water mite diet isolate 10192-BHL040517-GBD11535_18643-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGGGCTTGATCCAGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAATTAGGACGACCCGG

AACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCGCGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611038 Dicrotendipes sp. water mite diet isolate 10225-BHL040517-GBD12830_15200-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGATTCTGACTATTACCTTCTTCTCTAACCCTTCATAAATCTAGAGCAATAGTAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611039 Dicrotendipes sp. water mite diet isolate 10256-BHL040517-GBD5260_12796-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAATAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTACTTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTCCCCGCGAATA

AATAATATAAGATTCTGACTATTACCTCCTTCTCTAACCCTTCTTCCTTCTAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611040 Dicrotendipes sp. water mite diet isolate 10274-BHL040517-GBD28766_12215-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAACCGAATTAGGACGA

CCCAGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTACCTATAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGATTCTGACTATTACCTCCATCTCTAATCCTACTACTTTCTAGAACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611041 Dicrotendipes sp. water mite diet isolate 10284-BHL040517-GBD14022_22949-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATACTTGGAGCGCCTGACATAGCTTTTCCTCGAATAA

ATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACGGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611042 Dicrotendipes sp. water mite diet isolate 10287-BHL040517-GBD16475_8559-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATCTTAGGAGTTTGAGCTGGAGTAGTAGGGACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611043 Dicrotendipes sp. water mite diet isolate 10308-BHL040517-GBD10078_13957-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCAGGGACATTTATTGGTGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611044 Dicrotendipes sp. water mite diet isolate 10324-BHL040517-GBD4438_11364-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGCTCTGGAATAGTAGGTACTTCCTTATGTATACTTATTCGCGCCGAATTCGGACGA

CCCGGGACATTTATTGGACATGCTCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATCATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611045 Dicrotendipes sp. water mite diet isolate 10344-BHL040517-GBD24099_20157-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCTTTAAGTATTCTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATTTTCAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAACA

AATAATATAAGTTTCTGACTATTACCTCCTTCACTAACCCTACTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611046 Dicrotendipes sp. water mite diet isolate 10356-BHL040517-GBD29535_16895-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACTTTTATTGGAGATGATCAAATTTACAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCACGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611047 Dicrotendipes sp. water mite diet isolate 10358-BHL040517-GBD2662_12041-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGCATACTTATTCGAGCCGAATTATGACGA

CCCGAGACATTTACTGGAGATGGTCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGTAGCCCCAGATATAGCATTTCCCCGAAT

AAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611048 Dicrotendipes sp. water mite diet isolate 10364-BHL040517-GBD9847_22500-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTAAACTAGGACATCCCGG

AACTTTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAGTAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTACATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611049 Dicrotendipes sp. water mite diet isolate 10418-BHL040517-GBD25537_10841-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAATAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTTGGAAACTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTCTGACTATTACCTCCCTCTCTAACCCTTCTACTTTCTAGAACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611050 Dicrotendipes sp. water mite diet isolate 10428-BHL040517-GBD23583_26063-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAGTATATTTATTCGAGCCGAATTAGGACAT

CCCGGGACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTATTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGATTCTGACTATTACCTCCTTCTCTAACCCTTCTACTTTCAAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611051 Dicrotendipes sp. water mite diet isolate 10459-BHL040517-GBD7354_16268-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGCATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCAGAAATCGATTAGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCCTCCTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611052 Dicrotendipes sp. water mite diet isolate 10542-BHL040517-GBD14691_2193-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTGTACTTTATTTTTGGAGCTTGATCTGGAATAATAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGTGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATGGTT

ATGCCTATTCTAATTGGAGGATTAGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCGCGAAT

AAATAATATAAGTTTCTGACTATTCCCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611053 Dicrotendipes sp. water mite diet isolate 10576-BHL040517-GBD23629_24072-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACCTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCATTCCCACGAATA

AATAATATAAGATTCTGACTATTACCTCCTTCTCTAACCCTTCTACAATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611054 Dicrotendipes sp. water mite diet isolate 10581-BHL040517-GBD16941_11493-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCGCGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611055 Dicrotendipes sp. water mite diet isolate 10593-BHL040517-GBD6656_16835-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTATGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGCTGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCGCTAACCCGGCTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611056 Dicrotendipes sp. water mite diet isolate 10606-BHL040517-GBD26114_19995-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGCACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTTCAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGATTCTGACGATTACCACCTTCTCTAACCCTACTACTTTCTAGAGCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611057 Dicrotendipes sp. water mite diet isolate 10679-BHL040517-GBD17821_12589-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTCTTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCATCTCTAACCCTTCTTCTTGCTAGAGCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611058 Dicrotendipes sp. water mite diet isolate 10692-BHL040517-GBD26665_8142-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTACTTTATTTTCGGAGCCTGATCTGGAATAATAGGAACTTCCTTAAGTATACTTATTCGAGCTGAATTAGGACGA

CCCGGTACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTCTTTTATGGTTA

TGCCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCGCGAATA

AATAATATAAGTTTCTGACTGTTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611059 Dicrotendipes sp. water mite diet isolate 10739-BHL101516-GBD11193_6547-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGAAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611060 Dicrotendipes sp. water mite diet isolate 10743-BHL101516-GBD8710_19476-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCCTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611061 Dicrotendipes sp. water mite diet isolate 10765-BHL101516-GBD7580_20389-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATACTTATTCGAGCAGAGTTGGGTC

AACCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTCTTACTCTACTTCTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611062 Dicrotendipes sp. water mite diet isolate 10773-BHL101516-GBD21711_7872-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCCGGAATAGTTTGAACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTC

GACCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGACTACTACCCCCTTCTCTTACTCTACTTCTTTCTAGATCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611063 Dicrotendipes sp. water mite diet isolate 10775-BHL101516-GBD17743_21405-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611064 Dicrotendipes sp. water mite diet isolate 10792-BHL101516-GBD6328_5143-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGTACTTCTCTAAGTATATTTATTCGAGCAGAGCTGGGTCGA

GCTGGTTCTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCAATTCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCTTCACTTACTCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR155429, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611065 Dicrotendipes sp. water mite diet isolate 10806-BHL101516-GBD4779_7016-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTCTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCAGATATGGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTACTACCACCATCTCTTACTCTACTTCTTTCAAGAACAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611066 Dicrotendipes sp. water mite diet isolate 10807-BHL101516-GBD18027_19551-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCTCTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGC

CGACCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTATTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCTTCTCTAACTCTATTTCTTTCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611067 Dicrotendipes sp. water mite diet isolate 10817-BHL101516-GBD17333_22533-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGTTTGATCAGGAATAGTTGGGACTTCTCTATGTATACTTATTCGAGCAGAGCTGGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATGGCTGCCCCACGAC

TAAATAATTTAAGATTCAGACTACTACCACCATCTCTAATCTTACCAATTGCTTCTGCAGCA---

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611068 Dicrotendipes sp. water mite diet isolate 10820-BHL101516-GBD21639_15767-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTCTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCTGAGTTAGGA

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTACTTCCCCCTTCTCTGACTCTACTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611069 Dicrotendipes sp. water mite diet isolate 10825-BHL101516-GBD15173_13944-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATATTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTATGATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTACTACCACCATCTCTTACTCTACTTCTTTCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611070 Dicrotendipes sp. water mite diet isolate 10835-BHL101516-GBD22992_16038-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTAATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTACTTCCTCCATCTCTAACTCTGCTACTTGCGAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611071 Dicrotendipes sp. water mite diet isolate 10844-BHL101516-GBD16854_18426-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGA

CAACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCCTTTATAATAATTTTCTTTATAG

TTATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCTCCTTCACTTACCCTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611072 Dicrotendipes sp. water mite diet isolate 10846-BHL101516-GBD18050_17373-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGTAGAGCTAGGA

CAACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TGATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCGCGA

ATAAATAATATAAGATTTTGATTACTACCCCCTTCACTTACCCTACTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611073 Dicrotendipes sp. water mite diet isolate 10849-BHL101516-GBD17735_24468-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGACCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGGTATAGCGTTTCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCTTCTCTTACCCTACTACCAACTAGAACAATTGCAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611074 Dicrotendipes sp. water mite diet isolate 10851-BHL101516-GBD7588_9914-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTCCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAGTGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCAGACATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGACTACTTCCCCCCTCTCTTACTCTACTTCTTTCTAGATCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611075 Dicrotendipes sp. water mite diet isolate 10862-BHL101516-GBD23822_6219-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTCATTTTTGGTGCTTGATTAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCGGC

CTGGAACTTTTATTGGTGAGGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTAT

ACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATAAA

TAATATAAGATTTTGATTACTTCCTCCTTCTCTAACTCTACTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611076 Dicrotendipes sp. water mite diet isolate 10880-BHL101516-GBD21302_11504-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTCTTGGAGCTTGATCGGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCTTCGCTTACACAACATCAATCTAGAGCAATTGTAGAAAATGGAGCTGAA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611077 Dicrotendipes sp. water mite diet isolate 10885-BHL101516-GBD11065_16504-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATACTAGGAGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTACCCCCTTCTCTTACTCTACTTCTTTCTAGATCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611078 Dicrotendipes sp. water mite diet isolate 10886-BHL101516-GBD17749_12669-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACCCTACTACCTTCTAGAACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611079 Dicrotendipes sp. water mite diet isolate 10887-BHL101516-GBD22693_19308-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTC

AACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTGCTGCCCCCTTCACTAACTCTACTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAAG

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611080 Dicrotendipes sp. water mite diet isolate 10896-BHL101516-GBD9367_17242-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CAGCATGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCTTCTCTAACTCTACTTCTGTCTAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611081 Dicrotendipes sp. water mite diet isolate 10904-BHL101516-GBD19321_28390-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGTTGGGT

CAAGCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTCTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTTTGATTACTACCACCTTCTCTAACACTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611082 Dicrotendipes sp. water mite diet isolate 14484-BHL040517-GBD13211_25303-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACATTATATTTTGTTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATATTTATTCGAGCAGAATTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCATTCCCTCGGAT

AAATAATATAAGTTCTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611083 Dicrotendipes sp. water mite diet isolate 14675-BHL040517-GBD6592_16115-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTATGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGTCATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTATCTAGAACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611084 Dicrotendipes sp. water mite diet isolate 14725-BHL040517-GBD19477_19832-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATATTTATTCGAGCCGAATTAGGACAA

CCTGGCACATTTATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTACTTCTTTCTAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611085 Dicrotendipes sp. water mite diet isolate 14727-BHL040517-GBD26088_11936-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACGACCCGG

GACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGGTATAGCTTTCCCCCGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611086 Dicrotendipes sp. water mite diet isolate 14740-BHL040517-GBD23368_17787-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGACTAGTATGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGATCATGGTTTTATTATAATTTTTTTTATGGTT

ATACCTGTTCTAATTGGAGGATTTGGAAAATGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTAACTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611087 Dicrotendipes sp. water mite diet isolate 14755-BHL040517-GBD2528_16789-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGCGCTTGATCTGGAATAGTAGGAACTTCTTTCAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGAGATTTATTGGAGATGATCAAAACTACAATGTAATTGTTACAGCTCCTGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGGTATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCGTCTTCTTTCTAGATCATTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611088 Dicrotendipes sp. water mite diet isolate 14779-BHL040517-GBD26811_9211-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCAAGCTGAACTAGGACATCCCGG

AACTTTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGGGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGGTATAGCTTTCCCACGAATAAATAA

TATAAGTTTCTGTCTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611089 Dicrotendipes sp. water mite diet isolate 14796-BHL040517-GBD15040_10821-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACGTTATTTTTGGAGCTTGATCTAGAATAGTAGGAACTTCCTTAAGTATACTGATTCGAGCCGAATTAGGACG

ACCCGGGACATTGATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGT

TATACCCATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611090 Dicrotendipes sp. water mite diet isolate 14869-BHL040517-GBD20460_9417-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGTGACATTTATTGGAGATGATCTAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGATTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGATCCCCCGGTATAGCTTTCCCACGAATAA

ATAAAATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611091 Dicrotendipes sp. water mite diet isolate 14887-BHL040517-GBD2296_14681-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTCATTTTCGGTGCCTGATCAGGAATAGAGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCCCGG

AACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGAGGATTCGGAAATCGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611092 Dicrotendipes sp. water mite diet isolate 14931-BHL040517-GBD8984_26780-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTTGGAGCTTGATCTGGAATAGTATGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCAGGGACATTTATTGGAGATGATCAAATATACAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGATTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611093 Dicrotendipes sp. water mite diet isolate 14961-BHL040517-GBD18269_18302-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATATTTATTCGAGCCGAATTAGGACGA

CCCGGGAAATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGTTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTATCTCCTTCTCTAACTCTTCTTCTTTCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611094 Dicrotendipes sp. water mite diet isolate 14973-BHL040517-GBD11488_5996-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCACGAATAA

ATAATATAAGATTCTGACTACTACCCCCTTCTCTAACCCTTCTTCTTTCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611095 Dicrotendipes sp. water mite diet isolate 15000-BHL040517-GBD27386_22059-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTACTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCATGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGGTATAGCTTTCCCATGAATA

AATAATATAAGTTTCTGACTATGACCTCCTTCTCTAGCCCTTCTTCTCTCTAGATCATTTGTAGAAAATGGCGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611096 Dicrotendipes sp. water mite diet isolate 15016-BHL040517-GBD4774_14757-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGT

CCCGGGACATTGATTGGTGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCCATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTATAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGATTCTGACTATTACCTCCTTCTCTAACCCTACTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611097 Dicrotendipes sp. water mite diet isolate 15034-BHL040517-GBD18660_6999-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTGGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGTACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACATATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAGG

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611098 Dicrotendipes sp. water mite diet isolate 15065-BHL040517-GBD24166_18477-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCTG

GGACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTATACC

TATTCTAATTGGAGGATTTGGAAATTGACTACTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611099 Dicrotendipes sp. water mite diet isolate 15067-BHL040517-GBD19975_7183-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGATGACCCGG

GACATTTATTGGAGATGATCAAATCTACAATGTGATTGTTACAGCTCATGCCTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGGTATAGCTTTCCCACGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTCTCTAGATCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611100 Dicrotendipes sp. water mite diet isolate 15120-BHL040517-GBD17534_12343-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGCACTTCCTTAAGTATATTTATTCGAGCCGAATTAGGACAA

CCCGGGACATTTTTTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGTTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGACACCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTATCTCCTTCTCTAACCCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611101 Dicrotendipes sp. water mite diet isolate 15142-BHL040517-GBD21357_10722-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTACTTTATTTTTGGAGCTTGATCTGGAATAGTGTGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCCG

GGACTTTTATTGGAGATGATCAAATCTATAATGTAATAGTTACTGCTCATGCTTTTATTATAATTTTTTTCATGGTTATACC

TATTTTAATTGGAGGATTCGGAAACTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATA

ATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611102 Dicrotendipes sp. water mite diet isolate 15146-BHL040517-GBD24295_21986-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACAT

CCCGGAACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCTTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611103 Dicrotendipes sp. water mite diet isolate 15226-BHL040517-GBD7982_8610-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTATGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATCATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATGGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611104 Dicrotendipes sp. water mite diet isolate 15255-BHL040517-GBD26308_17116-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTATGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGTTCAAATCTACAGTGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTCTGACTATTACCTCCTTCTCTAACCCTTCTACTTTCTAGAGCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611105 Dicrotendipes sp. water mite diet isolate 15272-BHL040517-GBD22400_9703-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGAACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAACTGATTAGTCCCTTTAATATTAGGAGCACCTGACATAGCTTTTCCTCGAATA

AATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611106 Dicrotendipes sp. water mite diet isolate 15285-BHL040517-GBD4776_14902-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGGTTGATCTGGAATAGTATGAACTTCCTTAAGTATTCTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AAAAATATAAGTTTCTGACCATCACCTCCTTCTCCAACCCTTCTTCTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611107 Dicrotendipes sp.  water mite diet isolate 758-BHL040916-GBD19882_3878-Ldc69 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTTCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CACGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGTATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACACTTCTTCTTTCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611108 Dicrotendipes sp.  water mite diet isolate 773-BHL040916-GBD28031_8934-Ldc69 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACAA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATTGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTATTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611109 Dicrotendipes sp.  water mite diet isolate 965-BHL100916-GBD2813_12133-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTAATGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTCATGGTT

ATACCTATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCATTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611110 Dicrotendipes sp.  water mite diet isolate 2502-BHL072216-GBD6524_14295-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACAA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGGTATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTACTTCTATCTAGATCATTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611111 Dicrotendipes sp.  water mite diet isolate 7638-BHL040517-GBD8930_7334-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATTTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCCG

GGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATTGTTATACC

TACTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGATCCCCCGATATAGCTTTCCCACGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611112 Dicrotendipes sp.  water mite diet isolate 7725-BHL040517-GBD8378_6187-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCC

GGAACATTTATTGGAGATGATCAAATCTACAATGTTGTTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATTGTTATAC

CTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAAT

AATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAGATCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611113 Dicrotendipes sp.  water mite diet isolate 7738-BHL040517-GBD23863_22352-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGTCGA

CCCGGTACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACCCCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCATTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611114 Dicrotendipes sp.  water mite diet isolate 7928-BHL040517-GBD20391_10672-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACAA

CCCGGGACATTTATTGGAAATTATCAAGTCTACAATGTAATTGTTACAGCTCATGCTTTTATTATTATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCTCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611115 Dicrotendipes sp.  water mite diet isolate 7960-BHL040517-GBD20551_19246-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCC

GGGACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACGGCTCATGCTTTTATTATAATTTTTTTTATGGTTATAC

CTATTTTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCACGAATAAATA

ATATAAGATTCTGACTATTACCCCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611116 Dicrotendipes sp.  water mite diet isolate 8074-BHL040517-GBD17497_3871-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCTTAAGTATACTTATGCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGAAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGT

TATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCACGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTCCCTCCTTCTCTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611117 Dicrotendipes sp.  water mite diet isolate 8091-BHL040517-GBD6653_22148-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATCCTTATTCGAGCCGAATTAGGACGA

CCCGGAACATTTATTGGTGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGATTTTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611118 Dicrotendipes sp.  water mite diet isolate 8098-BHL040517-GBD10552_3467-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACATCCTTAAGTATCCTTATTCGAGCCGAATTAGGACG

ACCCGGTACATTTATTGGAGATGATCAAATCTATAACGTAATTGTTACAGCTCATGCTTTTATAATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGATGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCTCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611119 Dicrotendipes sp.  water mite diet isolate 8106-BHL040517-GBD29629_16537-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAACTAGGACG

ACCCGGAACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATAACTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGACCCTGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611120 Dicrotendipes sp.  water mite diet isolate 8134-BHL040517-GBD12398_22008-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCCTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGT

CCCGGGACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGAATAA

ATAATATAAGATTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611121 Dicrotendipes sp.  water mite diet isolate 8194-BHL040517-GBD28533_11091-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGTCGA

CACGGAACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATCATTTTTTTTATTGTTA

TACCTATTCTAATTGGTGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCAGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611122 Dicrotendipes sp.  water mite diet isolate 8198-BHL040517-GBD25022_11968-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTCATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCCGG

GACATTTATTGGAGATGATCAAGTCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATAGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCGCGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCACTAACCCTTCTTCTTTCTGGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611123 Dicrotendipes sp.  water mite diet isolate 8263-BHL040517-GBD20523_24162-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGATATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTACAATTTTTTTTATTGTTA

TACCTATTCTAATTGGAGGATACGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611124 Dicrotendipes sp.  water mite diet isolate 8316-BHL040517-GBD18520_4064-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGTAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGAACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACATCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATCTTAGGAGCTCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTATAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611125 Dicrotendipes sp.  water mite diet isolate 8317-BHL040517-GBD7062_5550-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGGGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCAAAATTAGGACGACCCGG

GACATTTATTGGAGATGATCAAGTCTACAATGTCATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAGATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611126 Dicrotendipes sp.  water mite diet isolate 8856-BHL101416-GBD23501_7494-Lq60 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGTGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTAGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611127 Dicrotendipes sp.  water mite diet isolate 9562-BHL032417-GBD19240_11403-Lq56 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGAGACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAGATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611128 Dicrotendipes sp.  water mite diet isolate 9944-BHL040517-GBD6378_13058-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCCGG

GACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATGCCT

ATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCGCGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611129 Dicrotendipes sp.  water mite diet isolate 10184-BHL040517-GBD8422_11352-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTTATTCGAGCCGAATTAGGACGACCCGG

GACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611130 Dicrotendipes sp.  water mite diet isolate 10549-BHL040517-GBD15748_13579-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATTTTTGGAGCTTGATCTGGAATAGTAGGGGCTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCCGG

GACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATAA

TATAAGGTTCGGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGAGCAATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611131 Dicrotendipes sp.  water mite diet isolate 13796-BHL040517-GBD26289_22949-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGTACATTTATTGGAGATGATCAAATCTACAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAAATGGAGGTTTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611132 Dicrotendipes sp.  water mite diet isolate 14687-BHL040517-GBD20983_5634-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGAACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCAAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611133 Dicrotendipes sp.  water mite diet isolate 14910-BHL040517-GBD24038_22811-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCTGAATTAGGACGA

CCCGGATCATTTTTTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGACTAA

ATAATATAAGATTCTGACTATTACCTCCTTCTCTAACCCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611134 Dicrotendipes sp.  water mite diet isolate 14922-BHL040517-GBD28436_10032-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGTACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCTCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTACTACCCCCTTCTCTAACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611135 Dicrotendipes sp.  water mite diet isolate 14944-BHL040517-GBD10732_27866-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATATTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AACAATATAAGTTTCTGACTATTATCTCCTACTCTAACCCAGCTTCTTGCTAGATTAATTGTAGAAAACGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611136 Dicrotendipes sp.  water mite diet isolate 15019-BHL040517-GBD24269_15759-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTATTTTTGGAGCTTGATCTGGAATGGTAGGAACTTCCTTAAGTATACTTATTCGCGCCGAATTAGGACGA

CCCGGAACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAGGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611137 Dicrotendipes sp.  water mite diet isolate 15093-BHL040517-GBD14712_3252-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTGTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCTTTACATTTATTGGATATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATCCCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCCAGATCACTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611138 Dicrotendipes sp.  water mite diet isolate 15121-BHL040517-GBD12780_26922-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATAGTAGGAGCCTCCGATATAGCTTTCCCACGAATA

AATAAGATAAGTGTCTGACTATTACCTCCTTCTCTAACCCTGCTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611139 Dicrotendipes sp.  water mite diet isolate 15126-BHL040517-GBD22530_23362-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTATTTTAGGAGCTTGATCTGGAATAGTATGAACTTCCTTAAGAATACTTATTCGAGTTGAATTAGGACGA

CCCGGAACATTTATTGGAGATGATCAAATCTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611140 Dicrotendipes sp.  water mite diet isolate 15129-BHL040517-GBD22786_11352-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTACTTTATTTTTGGTGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGACGTCCCG

GGACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATGGTTATACC

TATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATA

ATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611141 Dicrotendipes sp.  water mite diet isolate 15240-BHL040517-GBD11250_20544-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATACGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTAGAATTTTTTTTATGGT

TATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGACCCAGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCGTCGTCTTTCTAGGTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611142 Dicrotendipes sp.  water mite diet isolate 15258-BHL040517-GBD16570_6295-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTGTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGTGACATTTATTGGAGATGATCAAATCTACAATGGAATTGTTACAGCGCATGCTTTTATTATAATTTTTTTTATGGT

TATACCTATTCTAATTGGAGGATTAGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611143 Dicrotendipes tritomus water mite diet isolate 770-BHL040916-GBD26484_10651-Ldc69 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCTGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACTTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTACTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611144 Dicrotendipes tritomus water mite diet isolate 906-BHL100916-GBD7504_7524-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCGGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTGTAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611145 Dicrotendipes tritomus water mite diet isolate 1124-BHL110116-GBD11121_18082-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611146 Dicrotendipes tritomus water mite diet isolate 1258-BHL110116-GBD27504_11524-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTCGTTCCTTTAATATTAGGGGCACCAGATATAGCATTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCTCTAACTCTACTACTTTCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR280239, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611147 Dicrotendipes tritomus water mite diet isolate 1288-BHL110116-GBD14062_12005-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAGCTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATCGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACACTTCATCAATCTAGAGCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611148 Dicrotendipes tritomus water mite diet isolate 1306-BHL110116-GBD15716_4788-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCTA

CCTGGAACTGTTATTGGTGACGATCAAATTTACAACGGAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGTGTCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTCCCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGCGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611149 Dicrotendipes tritomus water mite diet isolate 1309-BHL110116-GBD12411_18853-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACATACACCTTCTCTTACACTACTTCGTTCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611150 Dicrotendipes tritomus water mite diet isolate 1313-BHL110116-GBD1915_14918-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGAGATGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGTTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGTTTTTGATTACTACCCCCATCTCTTACTCTTCTTCTATCTAGAACAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611151 Dicrotendipes tritomus water mite diet isolate 1318-BHL110116-GBD20371_12563-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCAA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCATCTCTTACGCTACTACTTTCTAGAGCAATAGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611152 Dicrotendipes tritomus water mite diet isolate 1326-BHL110116-GBD29056_12326-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGACG

ACCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTGCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGATTTTGACTACTACCCCCTTCTCTTACTCTTCTTCTTCCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611153 Dicrotendipes tritomus water mite diet isolate 1327-BHL110116-GBD2058_17048-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCTGAACTAGGTCGA

CCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611154 Dicrotendipes tritomus water mite diet isolate 1328-BHL110116-GBD14610_28530-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATCCTAATTCGAGCAGAACTAGGTCTA

CCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611155 Dicrotendipes tritomus water mite diet isolate 1340-BHL110116-GBD2684_15679-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGAGGCTCCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCATACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611156 Dicrotendipes tritomus water mite diet isolate 1344-BHL110116-GBD25638_20763-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGT

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTAACTCTTCTACTTTCTAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611157 Dicrotendipes tritomus water mite diet isolate 1349-BHL110116-GBD26255_15388-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGCACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATGGGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAAATATAGCTTTCCCTCGGATA

AAAAATATAAGTTTTTGATTACTACCCCCTTCTCTTACGCTGCGTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611158 Dicrotendipes tritomus water mite diet isolate 1364-BHL110116-GBD13246_28489-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGGACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCCCCGATA

AATAAAATAAGTTTTTGATTTCTTCCCCCTTCTCTTACTCTTCTTCTTTCCAGATCAATTGTAGGAAATGGAACTGGAACA

GGA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611159 Dicrotendipes tritomus water mite diet isolate 1371-BHL110116-GBD5116_12155-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTACTCTAAGTATACTTATTCGAGCAGAACTAGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGAGGCACCAGATATAGCTTTCCCTCTGATA

AATAATATAAGTTTTTGATTACAAACCCCTTCTCTTAATCTGCTTCGTTCTAGATCAATTGTAGAAAATGGCGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611160 Dicrotendipes tritomus water mite diet isolate 1381-BHL110116-GBD26537_10140-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAAAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAGATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCGTCACTAACTCTACTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611161 Dicrotendipes tritomus water mite diet isolate 1389-BHL110116-GBD9104_4483-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611162 Dicrotendipes tritomus water mite diet isolate 1427-BHL110116-GBD10275_15033-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGAACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611163 Dicrotendipes tritomus water mite diet isolate 1459-BHL110116-GBD12234_22149-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTCCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGTGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACGTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611164 Dicrotendipes tritomus water mite diet isolate 1469-BHL110116-GBD18332_6822-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTTAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGTACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCTCCTTCTCTTACACTACTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR155429, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611165 Dicrotendipes tritomus water mite diet isolate 1503-BHL110116-GBD26803_7542-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATGGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTCTTTATA

GTTATACCAATTTTTATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCGCCAGATATAGCTTTTCCTCGG

ATAAATAATATAAGTTTTTGATTACTCCCCCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR277564, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611166 Dicrotendipes tritomus water mite diet isolate 1557-BHL110116-GBD2304_18085-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTAGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATGCCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCTTCTCTTACTCTACTTCTTTCTAGAGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KT110535, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611167 Dicrotendipes tritomus water mite diet isolate 1655-BHL110116-GBD21795_5934-Lq47 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGCCGA

CCTGGAACTTTTATTGGTGACGGTCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGAGCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611168 Dicrotendipes tritomus water mite diet isolate 1666-BHL110116-GBD4847_12451-Lq47 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCAAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611169 Dicrotendipes tritomus water mite diet isolate 1731-BHL110116-GBD27492_17768-Lq47 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCGCCAGATATAGCTTTTCCTCGGAT

AAACAATATAAGTTTTTGATTACTCCCCCCTTCTCTAACTCTACTACTTTCTAGATCAATCGTAGAAAATGGAGCTGAAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR277564, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611170 Dicrotendipes tritomus water mite diet isolate 1779-BHL110116-GBD27502_20437-Ldc71 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTC

GAACTGGAACTTTTATTGGTGACGTTCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGTATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTCCCTCGCAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCTCTTACTCGACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611171 Dicrotendipes tritomus water mite diet isolate 1817-BHL011116-GBD16920_8446-Ldc73 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTCTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAAAGCTGGGT

CGACCTGGAACTATTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611172 Dicrotendipes tritomus water mite diet isolate 1853-BHL072216-GBD23496_22020-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGTGCACCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611173 Dicrotendipes tritomus water mite diet isolate 2064-BHL072216-GBD6413_15270-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611174 Dicrotendipes tritomus water mite diet isolate 7785-BHL040517-GBD12303_25621-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTCCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACACTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611175 Dicrotendipes tritomus water mite diet isolate 8865-BHL101416-GBD3632_9128-Lq60 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTCCTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611176 Dicrotendipes tritomus water mite diet isolate 8873-BHL032417-GBD24416_14473-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611177 Dicrotendipes tritomus water mite diet isolate 8875-BHL032417-GBD17717_7543-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGCACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611178 Dicrotendipes tritomus water mite diet isolate 8876-BHL032417-GBD9200_19313-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCGCCAGATATAGCTTTTCCTCGGAT

AAATAATATAAGTTTTTGATTACTCCCCCCTTCTCTTACTCTTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR277564, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611179 Dicrotendipes tritomus water mite diet isolate 8878-BHL032417-GBD5747_10705-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTCCATTTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTTTTCGAGCGGAGCTGGG

TCGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611180 Dicrotendipes tritomus water mite diet isolate 8904-BHL032417-GBD17258_6732-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCAA

CCTGGAACATTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCATCTCTTACTCTTCTTCTATCTAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611181 Dicrotendipes tritomus water mite diet isolate 8928-BHL032417-GBD14600_23422-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCAG

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCCATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR273898, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611182 Dicrotendipes tritomus water mite diet isolate 8940-BHL032417-GBD6825_16343-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGTGTCGA

CCTGGAACTTTCATTGGTGACGATCAAATTTACAATGTACTTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTCTGATTACTTCCACCTTCTCTTACTCTACTTCTTTCTAGAGCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611183 Dicrotendipes tritomus water mite diet isolate 8943-BHL032417-GBD12903_14725-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTCGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCTCTTACTCTACTTCTTTCTAGAGCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611184 Dicrotendipes tritomus water mite diet isolate 8947-BHL032417-GBD17086_11330-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGACTCCAGACATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCTTCTCTTACTTTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611185 Dicrotendipes tritomus water mite diet isolate 8950-BHL032417-GBD12749_2209-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGACCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATACTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGATTACTACCTCCTTCACTTACTCTACTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611186 Dicrotendipes tritomus water mite diet isolate 8952-BHL032417-GBD23935_13835-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCCAAGTATACTTATTCGAGCAGAGCTGGGTCG

AACTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCGCCTTCTCATACTCGACTTCTTTCTAGATCAAGTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611187 Dicrotendipes tritomus water mite diet isolate 8962-BHL032417-GBD4272_13337-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCGGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCATCTCTTACCCTACTTATTTCTAGATCAACAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611188 Dicrotendipes tritomus water mite diet isolate 8967-BHL032417-GBD26501_18743-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTACGTATACTTATTCGAGCAGAGCGGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCGAACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611189 Dicrotendipes tritomus water mite diet isolate 8970-BHL032417-GBD22310_20148-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCAGACATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCGTCTCTTACTCTACTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611190 Dicrotendipes tritomus water mite diet isolate 8994-BHL032417-GBD4944_23899-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGTATAGTTTGAACTTCTCTAAGTGTACTTATTCGAGCAGAACTAGGTCGA

CCTGGTACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCGACTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611191 Dicrotendipes tritomus water mite diet isolate 9002-BHL032417-GBD26394_15859-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACGACCCCCTGCGCTTACACTACTGCTGTCTAGGGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611192 Dicrotendipes tritomus water mite diet isolate 9010-BHL032417-GBD11445_4084-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGACGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATACTTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGACACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACCCTTCTTCTATCAAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611193 Dicrotendipes tritomus water mite diet isolate 9018-BHL032417-GBD17045_5863-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTGTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAGGTATACTTATTCGAGCAGAACTAGTTCTA

CCTGTAACTTTTATTGGCGACGATCTAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611194 Dicrotendipes tritomus water mite diet isolate 9027-BHL032417-GBD8522_21140-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATACTTATTCGAGCAGAGCTGGGTCGA

GCTGGTACTTTTATTGGAGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR155429, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611195 Dicrotendipes tritomus water mite diet isolate 9028-BHL032417-GBD15876_15213-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGACTGGTTCCTTTAATATTATGGGCACCAGATATAGCTTTCCCACGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACACTTCATCTGTCTAGAGCAATAGTAGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611196 Dicrotendipes tritomus water mite diet isolate 9029-BHL032417-GBD28561_13367-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAGTTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAACTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCTCTTACTCTACTTCTTTCTAGATCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611197 Dicrotendipes tritomus water mite diet isolate 9030-BHL032417-GBD13417_4275-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGAATACTTATTCGAGCAGAGCTGGGTCT

ACCTGGAACTTTTATTGGTGGCGATCAAATTTACATTGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTCCTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611198 Dicrotendipes tritomus water mite diet isolate 9032-BHL032417-GBD19511_21938-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTTTTGGTGACGATCAAATTTACAACGTCATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACAAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTAACGCTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611199 Dicrotendipes tritomus water mite diet isolate 9037-BHL032417-GBD14603_23609-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGACAA

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAGTTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTTACTCTTCTTATTTCTAGAGCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611200 Dicrotendipes tritomus water mite diet isolate 9048-BHL032417-GBD15113_26962-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGCATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTCTTTGATTACTTCCCCCTGCTCTTACTCTTCTTCTAGCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR273898, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611201 Dicrotendipes tritomus water mite diet isolate 9051-BHL032417-GBD7076_5823-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACGTTTATTGGTGACGATCAAATTTACAATGTAATTGTTGCAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGAGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTACTTTCTAAATCAATTGTAGAAAATGGAGCTGAAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611202 Dicrotendipes tritomus water mite diet isolate 9060-BHL032417-GBD11995_18791-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAACAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CAACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTACTTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATATTAGGTGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCACCTTCTCTAACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611203 Dicrotendipes tritomus water mite diet isolate 9065-BHL032417-GBD27244_14235-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGACACCAGATATAACTTTCCCTCGGAAA

AAAAAAAAAAGTTTTTGATTACTACCCCCTTCTCTAACTCTTCTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611204 Dicrotendipes tritomus water mite diet isolate 9067-BHL032417-GBD8947_23583-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTTGGAACTTCTCTTAGTATACTTATTCGAGCAGAACTAGGTC

GTCCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611205 Dicrotendipes tritomus water mite diet isolate 9068-BHL032417-GBD13962_14136-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTAGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTATGCCGA

CCTGGAACATTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACCCTACTTCTTTCTAGAGCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611206 Dicrotendipes tritomus water mite diet isolate 9071-BHL032417-GBD16727_22390-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGTATAGTTGGGACTTCTTTAAGTATACTTATTCGAGCAGAGCTCGGTC

AACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCTCCTTCTCTAACTCTACTTCCATCTAGAACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611207 Dicrotendipes tritomus water mite diet isolate 9076-BHL032417-GBD25074_25021-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTATCTAGGTATACTTATTCGAGCAGATCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTCATAGTT

ATACCAATTTTAATTGTAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTGTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611208 Dicrotendipes tritomus water mite diet isolate 9080-BHL032417-GBD18217_17013-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGGCG

ACCTGGTACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAA

AAATAATATAAGGTTTTGATTACTACCCCCTTCCATTACTCCTCTTCCTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611209 Dicrotendipes tritomus water mite diet isolate 9088-BHL032417-GBD22968_19062-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611210 Dicrotendipes tritomus water mite diet isolate 9089-BHL032417-GBD12623_16224-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTCGGTCGA

CCTGGATCTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTATTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAGTATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCATTTACTCTACTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611211 Dicrotendipes tritomus water mite diet isolate 9094-BHL032417-GBD26161_23232-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGAC

GACCTGGAACTTTTATTGGAGATGATCAAATTTACAACGTAATTGTTACAGCACATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTTTGACTACTACCCCCTTCTCTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611212 Dicrotendipes tritomus water mite diet isolate 9095-BHL032417-GBD20880_12008-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTTATTCGAGCAGAACTCGGTCGC

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611213 Dicrotendipes tritomus water mite diet isolate 9096-BHL032417-GBD7864_14579-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGAGCTTGATCAGGAATAGTTGGGACATCTCTAAGTATACTCATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACCCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611214 Dicrotendipes tritomus water mite diet isolate 9097-BHL032417-GBD18811_28366-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATTTTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCTA

CCTGGAACTTTTATTGGTGACGATCAATTTTGCAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATGGCTTTTCCCCGAATAA

ATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611215 Dicrotendipes tritomus water mite diet isolate 9100-BHL032417-GBD19205_4126-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ATCTGGAACTTTTATTGGAGACGATCAAATTTATAATGTAATTGCTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGGTTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCTCCATCTCTTACTCTACTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611216 Dicrotendipes tritomus water mite diet isolate 9102-BHL032417-GBD8071_15717-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGCACTTCTCTAAGTATACTTATTCGAGCAGAACCAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTCCCCGCGGATA

AATAATATAAGATTTTGATTACTACCCCCTTCACTTACCCTTCTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611217 Dicrotendipes tritomus water mite diet isolate 9104-BHL032417-GBD2611_12965-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCACTCGGATA

AATAATATAAGTTTTTGATTACAACCCCCTTCTCGTACTCTTCGTCGGTCTAGAACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611218 Dicrotendipes tritomus water mite diet isolate 9131-BHL032417-GBD26447_14644-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACTTCCTTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTACAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACGTCCTCCTTCTCTTACTCTACTTCATTCTAGAGCAATTGTAGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611219 Dicrotendipes tritomus water mite diet isolate 9134-BHL032417-GBD20937_18511-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGTAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCGTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGTGGCTCCAGATATAGCATTTCCTCGAATA

AATAATATAAGTTTTTGATTACATCCTCCTTCTCTTACTCTACTTCGTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611220 Dicrotendipes tritomus water mite diet isolate 9138-BHL032417-GBD26139_17755-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTCATTTTTGGAGCCTGATCAGGAATAGTTGGAACCTCTCTAAGTATACTTATTCGAGCTGAACTAGGTCGAC

CTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTAT

ACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGATTTTGATTACTACCCCCTTCTCTAACTCTTCTACTTTCTAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611221 Dicrotendipes tritomus water mite diet isolate 9141-BHL032417-GBD9115_3154-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTCATTCTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATATTTATTCGAGCAGAACTAGGTCGAC

CTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTAT

ACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTGCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGATTTTGATTACTACCCCCTTCTCTTACTCTTTTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611222 Dicrotendipes tritomus water mite diet isolate 9147-BHL032417-GBD15881_4829-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGGTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGTTCAA

CCTGGAACTATTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAGTTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTCCTCTTACTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGCGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611223 Dicrotendipes tritomus water mite diet isolate 9149-BHL032417-GBD10988_8506-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTTAGTATACTTATTCGAGCAGAACTAGGTCTA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACTTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCACGGATA

AATAATATAAGTTTTTGATTACTACCACCTTCTCTTACCCTTCTTCTTTCTAGAGCAACTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611224 Dicrotendipes tritomus water mite diet isolate 9154-BHL032417-GBD19191_3476-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCCGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGTTGGGTC

GACCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611225 Dicrotendipes tritomus water mite diet isolate 9162-BHL032417-GBD25409_12419-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCA

ACCTGGAACTTTTATTGGTAACGATCAAATTTACAATTTAATTGTTACAGCACATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCTAACTCTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611226 Dicrotendipes tritomus water mite diet isolate 9164-BHL032417-GBD3793_16340-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTCGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGATCTTTGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTATTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGTGGCTCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611227 Dicrotendipes tritomus water mite diet isolate 9168-BHL032417-GBD29127_15740-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACCTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGCACTAGGTCGA

CCTGGAACTTTTATTGGTGTCGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTCGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTACTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611228 Dicrotendipes tritomus water mite diet isolate 9175-BHL032417-GBD20388_8064-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGTACTTCTCTATGTATACTTATTCGAGCAGAGCTGGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTGTTCCTCGAATAA

ATAATATAGGTGTTTGATTACTTCCTCCTTCTCTTACTCTACCTCTTTCTAGAACAAGTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611229 Dicrotendipes tritomus water mite diet isolate 9176-BHL032417-GBD27380_16654-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGTATAGTTGGTGCTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTATTGATTACTACCCCCTTCTCCTACTCTACATCTTTCTAGATCAATAGTAGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611230 Dicrotendipes tritomus water mite diet isolate 9180-BHL032417-GBD23644_20582-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAACTTACAACGTAATTGTTGCAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGTGGCACCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGTTTTTGATTACTACCCCCTTCTCATACTCGACTTCATTCTAGAGCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611231 Dicrotendipes tritomus water mite diet isolate 9182-BHL032417-GBD24778_24495-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAACTTTAATTGGAGGATTTGGAGATTGATTAGTTCCTTTAATATTAGGGTCTCCAGATATAGCTTTTCCTCGAATA

AGTAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCCAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611232 Dicrotendipes tritomus water mite diet isolate 9198-BHL032417-GBD20959_11607-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTATTTATAGTT

ATACCAACTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCTCCTTCTCTTACACTACTATTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611233 Dicrotendipes tritomus water mite diet isolate 9203-BHL032417-GBD24615_11694-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTCCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGAGGCACCAGATATAGATGTCCCTCGGATA

AATAATATAAGGTTTTGATTACTACCCCCTTCTCTTACTCTGCTACTTTCTAGATCAAGTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611234 Dicrotendipes tritomus water mite diet isolate 9205-BHL032417-GBD23376_26017-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGTGTCACCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGTTTTTGATTACTACCCCCTACACTTACTCTTCTGCTATCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611235 Dicrotendipes tritomus water mite diet isolate 9207-BHL032417-GBD6148_7259-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCAA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGTAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGTTTTTGATTCCTCCCCCCTTCTCATACCCTCCTTCTTTCTAGACCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611236 Dicrotendipes tritomus water mite diet isolate 9208-BHL032417-GBD14776_27368-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATATTAATTCGAGCAGAACTAGGTCGC

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCGATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCTGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611237 Dicrotendipes tritomus water mite diet isolate 9212-BHL032417-GBD27676_16022-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTCTATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGCCGA

CCTGGAACTTTTATTGGAGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATACTTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTCTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTACCTAGATCAATTGTAGAAAATGGCGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611238 Dicrotendipes tritomus water mite diet isolate 9223-BHL032417-GBD21139_13682-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCCCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACCTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AAGAAGATAAGTTTTTGATTACTACCCCCTTCTCTTACGCTGCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGGAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611239 Dicrotendipes tritomus water mite diet isolate 9233-BHL032417-GBD29201_18572-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAGCTTTTATTGGAGATGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCAACAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTAACTCTACTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611240 Dicrotendipes tritomus water mite diet isolate 9238-BHL032417-GBD21293_8624-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTCTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTGTACTTATTCGAGCAGAACTAGGC

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCGTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611241 Dicrotendipes tritomus water mite diet isolate 9244-BHL032417-GBD27513_19088-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAATATACTTATTCGAGCAGCTCTGGGGCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCCTACTCTACTACTTTCTAGAGCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611242 Dicrotendipes tritomus water mite diet isolate 9245-BHL032417-GBD13430_3760-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGATGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCTAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTCGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAACTGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611243 Dicrotendipes tritomus water mite diet isolate 9247-BHL032417-GBD20301_25652-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTCCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATACGAGTAGAGCTGGCT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCATTTATAATAATTTTCTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCTCCTTCTCTTACTCTACTACTTTCTAGAGCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611244 Dicrotendipes tritomus water mite diet isolate 9251-BHL032417-GBD9779_21622-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTGCCACGAAT

AAATAATATAAGTTTTTGAATACGTCCTCCTTCTCTTACACTACTTCTGTCTAGAGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611245 Dicrotendipes tritomus water mite diet isolate 9255-BHL032417-GBD8939_20259-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGCGCTTGATCAGGAATAGTTGGAACTTCTCTATGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCGTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTGTTTGATTACTACCCCCTTCGCTTACTCTGCTTCTTTCTAGATCAAGAGTAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611246 Dicrotendipes tritomus water mite diet isolate 9257-BHL032417-GBD27055_19173-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611247 Dicrotendipes tritomus water mite diet isolate 9260-BHL032417-GBD26889_10049-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCAA

ACTGGAACTTTTATTGGAGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGTGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTACCCCCTTCTCTAACTCTACTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611248 Dicrotendipes tritomus water mite diet isolate 9263-BHL032417-GBD12374_7863-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGAATACTTATTCGAGCAGAGCTGGGT

CGGCCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCTCTAACTCTACTACTTTCTAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611249 Dicrotendipes tritomus water mite diet isolate 9266-BHL032417-GBD16060_28288-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCCCCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCTCTAACTCTTCTACTTTCTAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611250 Dicrotendipes tritomus water mite diet isolate 9271-BHL032417-GBD22057_26483-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGGAGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTTCCCCCTTCTCTGACTCTTCTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611251 Dicrotendipes tritomus water mite diet isolate 9272-BHL032417-GBD20771_27441-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATCTCGTTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTCACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGTGTCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTCCCTCCTTCGCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611252 Dicrotendipes tritomus water mite diet isolate 9274-BHL032417-GBD27834_16635-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTGGGAAATTGATTAGTTCCTTTAATATTAGAGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGGTTTTGATGACTTCCTCCTTCTCTTACTCAACATCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611253 Dicrotendipes tritomus water mite diet isolate 9275-BHL032417-GBD14024_3649-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCTA

CCTGGAACTTTTATAGGTGACGATCAAATTTACAACGTAATTGTTACAGATCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGTATAA

ATAATATAAGTTTTTGATTACTCCCCCCTTCTCTTTCTCTTCTTCTTTCTCGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611254 Dicrotendipes tritomus water mite diet isolate 9276-BHL032417-GBD15758_4165-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTAATTCGAGCAGAACTAGGTCTA

CCTGGAACGTTTATTGGAGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCTCAAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCCTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611255 Dicrotendipes tritomus water mite diet isolate 9282-BHL032417-GBD22498_14074-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCCGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAACTAGGACGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGTGCACCAGATATAGCATTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCCTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611256 Dicrotendipes tritomus water mite diet isolate 9306-BHL032417-GBD15713_28979-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGCC

AACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCGATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611257 Dicrotendipes tritomus water mite diet isolate 9314-BHL032417-GBD4058_22802-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCGTCTCTTACTCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGAAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611258 Dicrotendipes tritomus water mite diet isolate 9320-BHL032417-GBD4251_14461-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCGTC

CTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTAT

ACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAATAAA

TAATATAAGATTTTGACTACTTCCCCCTTCTCTTACTCTACTGCTTTCAAGAACAATAGTAGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611259 Dicrotendipes tritomus water mite diet isolate 9331-BHL032417-GBD18571_28435-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTTAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTCTTGGTGACGATCAAATTTACAACGTTATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGCTA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTAACACTACTTCTTTCTAGATCAACTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611260 Dicrotendipes tritomus water mite diet isolate 9338-BHL032417-GBD8155_14413-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCTGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATATATAACGTACTTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTTGGGGCACCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGATTTTGATTACTACCACCTTCTCTTACTCTACTTCTTTCTAGAGCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611261 Dicrotendipes tritomus water mite diet isolate 9339-BHL032417-GBD9119_19726-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGT

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTTCCTCGGATA

AATAATATAAGTTTTTGATTTCTACCCCCTTCTCTAACTCTTCTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR273898, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611262 Dicrotendipes tritomus water mite diet isolate 9356-BHL032417-GBD13004_18691-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGCTCAA

CCAGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTTTTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAAATCAGTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611263 Dicrotendipes tritomus water mite diet isolate 9357-BHL032417-GBD8202_12431-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTCACAACGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAACTGACTGGTCCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTCTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611264 Dicrotendipes tritomus water mite diet isolate 9360-BHL032417-GBD20621_25891-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATTCTTATTCGAGCAGAGCTGGGTCG

AACAGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATACTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTGCCTCCTTCTCTAACTCTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611265 Dicrotendipes tritomus water mite diet isolate 9370-BHL032417-GBD24893_10475-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAACTAGGCCGA

CCTGTAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAACTTTAATTGGAGGATTTGGGAATTGATTGTTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTTACTCTACTACTTTCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611266 Dicrotendipes tritomus water mite diet isolate 9383-BHL032417-GBD9796_22563-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGACAA

CCTGGATCTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTGCAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCACTTACCCTACTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611267 Dicrotendipes tritomus water mite diet isolate 9389-BHL032417-GBD15602_3452-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACGTTATATTCCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTGATGCGAGCAGAGCTGGGT

CGACCTGTAACTTTTATTGGGGACGATCTAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGTA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

CGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611268 Dicrotendipes tritomus water mite diet isolate 9390-BHL032417-GBD24257_21207-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTGCCCCCTACGCTTACTCATCTTCATTCTAGAGCAAGTGTAGAAGATGGAGCTGAAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611269 Dicrotendipes tritomus water mite diet isolate 9392-BHL032417-GBD21024_21350-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTGGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTAGGACC

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCTTTTAATATTAGGGGATCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611270 Dicrotendipes tritomus water mite diet isolate 9398-BHL032417-GBD16943_1930-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGTACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCACTTACACTACAACTATCTAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR155429, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611271 Dicrotendipes tritomus water mite diet isolate 9400-BHL032417-GBD23933_23380-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCCAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACAGCTCATGCTTTTCTTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTTGGGGCACCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611272 Dicrotendipes tritomus water mite diet isolate 9410-BHL032417-GBD12799_8531-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCAACAGATATAGCTGTCCCTCTGATA

AATAATATAAGTTTTTGATTACTACCCACTTCTCATACGCTTCTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611273 Dicrotendipes tritomus water mite diet isolate 9416-BHL032417-GBD28004_8925-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTCTATTTTTGGAGCTTGATCAGGAATGGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CAACCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTAACACTACTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611274 Dicrotendipes tritomus water mite diet isolate 9424-BHL032417-GBD27003_21786-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATACTTATTCGAGCAGAGCTGGGT

CGTGCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATCTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTAACTCTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611275 Dicrotendipes tritomus water mite diet isolate 9430-BHL032417-GBD28097_18885-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTAGCGATCAACTTTACAATGTACTTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATATTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCTCCTTCTCTTACTCTACTACTTTCTAGAGCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611276 Dicrotendipes tritomus water mite diet isolate 9433-BHL032417-GBD27236_21357-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAGGTATACTTATTCGAGCAGGACTAGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTACTTCAATCTAGAACAATTGTAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611277 Dicrotendipes tritomus water mite diet isolate 9435-BHL032417-GBD23746_24727-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTCCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGGCCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAACATTAGGGGCTCCAGATATAGCTTTGCCTCGAA

TAAATAATATAAGTTTTTGATTACGTCCTCCTTCACTTACTCTACTTCTTGCTAGAGCAAGTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611278 Dicrotendipes tritomus water mite diet isolate 9436-BHL032417-GBD13666_8190-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTCGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

CACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAGTATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTATTGATTACGACCCCCTTCTCTTACACGTCATCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611279 Dicrotendipes tritomus water mite diet isolate 9438-BHL032417-GBD27496_20735-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATATTTATTCGAGCAGAACTAGGTCGA

CCTGGAGCTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTGCTCTAACCCTTCTTCCATCTAGGTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611280 Dicrotendipes tritomus water mite diet isolate 9440-BHL032417-GBD11748_15024-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTATGCTGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCACTTACCCTACTTCTATCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611281 Dicrotendipes tritomus water mite diet isolate 9441-BHL032417-GBD28339_21392-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCATTTACTCTATTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611282 Dicrotendipes tritomus water mite diet isolate 9444-BHL032417-GBD23525_25949-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGCATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCAGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCAGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCGTCACTAACTCTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611283 Dicrotendipes tritomus water mite diet isolate 9447-BHL032417-GBD23224_10171-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATATTTATTCGAGCAGAGCTGGGTC

ACCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCTCCTTCACTTACTCTACTACTAGCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611284 Dicrotendipes tritomus water mite diet isolate 9453-BHL032417-GBD18363_11630-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTGCAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTCGATTACTACCTCCTTCTCTTACTCTACTTCTTTCTAAATCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611285 Dicrotendipes tritomus water mite diet isolate 9459-BHL032417-GBD11239_19558-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTCCATTTTTGGAGCCTGATCAGGAATAGTTGGGACTTCTCTAAGTATATTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCTCCTTCTCTAACTCTACTTCTTTCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611286 Dicrotendipes tritomus water mite diet isolate 9469-BHL032417-GBD28028_13575-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATTCTTATTCGAGCAGAACTATGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCATTTAATATTAGGGGCACCAGATATAGCATTCCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611287 Dicrotendipes tritomus water mite diet isolate 9470-BHL032417-GBD20140_24149-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATCCTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACCCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611288 Dicrotendipes tritomus water mite diet isolate 9471-BHL032417-GBD23873_16727-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCGGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTGTTTATAGTTA

TACCAATTTTAATCGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTAACTCGTCTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611289 Dicrotendipes tritomus water mite diet isolate 9479-BHL032417-GBD13584_16248-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATACTTATTCGGGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAGTTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGACTACTTCCCCCTTCACTTACTCTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611290 Dicrotendipes tritomus water mite diet isolate 9491-BHL032417-GBD5257_7635-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCTGAACTAGGACGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATCTGGAAATTGATTAGTTCCTCTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611291 Dicrotendipes tritomus water mite diet isolate 9492-BHL032417-GBD9866_5600-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGATCAGAGCTGGGTCGA

CCTGTAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAACTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGATCCAGATATAGCTTCTCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCTCCTTCTCGTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611292 Dicrotendipes tritomus water mite diet isolate 9493-BHL032417-GBD6140_20525-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGTATAGTTGGTGCTTCTCTAAGTATGCTTGTTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTTCTTCCTCCTTTTCTTACTCTACTTCTTTCTAGAGCAATTGTAGAAAATGGCGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611293 Dicrotendipes tritomus water mite diet isolate 9494-BHL032417-GBD19735_23211-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTCCATTTTTGGAGCTTGATCAGGAATAGTTGGTACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTC

GACCTGGTACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCACATGCTTTTAGTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTGTTGATTACTTCCTCCTTCTCTTACTCTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611294 Dicrotendipes tritomus water mite diet isolate 9499-BHL032417-GBD24422_22837-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAATTAGGTCGA

TCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTTATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATAAAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCCTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611295 Dicrotendipes tritomus water mite diet isolate 9518-BHL032417-GBD17747_19085-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGCACTTCTCTAAGTATACTTATTCAAGTAGAACTAGGTCGA

CCTGGAACATTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCACATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTTACCCTACTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611296 Dicrotendipes tritomus water mite diet isolate 9519-BHL032417-GBD9083_26648-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGTAGAGCTGGGTCG

ACCTGGAGCTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGATGATTTGGGAATTGATTGGTTCCTTTAATATTAGAGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTCATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611297 Dicrotendipes tritomus water mite diet isolate 9521-BHL032417-GBD26051_13028-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTTAGTATACTTATTCGAGTTGAACTAGGACAA

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACATAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTCTAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611298 Dicrotendipes tritomus water mite diet isolate 9522-BHL032417-GBD28144_12528-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCGGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCAA

CCTGGAACTTTTATTGTTGACGATCAAATTTACAACATAATTGTTACAGCTCATGCATTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGACACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGACTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAGTGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611299 Dicrotendipes tritomus water mite diet isolate 9526-BHL032417-GBD15620_7742-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCCGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGATCTGGGTC

GACCTGGAACTTTTATTGGTGACGATAAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611300 Dicrotendipes tritomus water mite diet isolate 9531-BHL032417-GBD23151_8580-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCAA

CCTGGAACTTTTATTGGAGACGATCAAATTTACAACATAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAGGTTTTTGATTACTACCCCCTTCTCTTACTCTACTACTTTCTAGAGCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611301 Dicrotendipes tritomus water mite diet isolate 9618-BHL032417-GBD4708_23930-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACCAGGTCGA

CCTGGAACTTTTACTGGTGACGATCAAATTTACAACGTAATCGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCCTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611302 Dicrotendipes tritomus water mite diet isolate 10710-BHL101516-GBD6267_23534-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGC

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTGTGATTACTTCCTCCTTCTCATACTCTACTTCTATCTAGAGCAATGGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611303 Dicrotendipes tritomus water mite diet isolate 10712-BHL101516-GBD16360_1926-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTCTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCTCCTTCACTTACACTACGACTATCTAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611304 Dicrotendipes tritomus water mite diet isolate 10713-BHL101516-GBD3542_19547-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGATCTGGGTC

GACCTGGAACTTTTATTGGGGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGCTTTTGATTTCTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGGGCTGAAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611305 Dicrotendipes tritomus water mite diet isolate 10720-BHL101516-GBD10126_25053-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATATTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACGTCCGCCTTCTCTTACACTACATCTTTCTAGAGCAAGTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611306 Dicrotendipes tritomus water mite diet isolate 10721-BHL101516-GBD27200_12155-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATACTTATTCGAGCAGAGCTGGGA

CGACCTGGAACTTTTATTGGAGACGATCAGATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCTTCTCTTACTCTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611307 Dicrotendipes tritomus water mite diet isolate 10723-BHL101516-GBD23283_19166-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTCTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTATTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCGTCTCTAACTCTACTACTATCTAGATCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611308 Dicrotendipes tritomus water mite diet isolate 10728-BHL101516-GBD16013_12856-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAATTGGAACTTCTCTAAGTATACTTATTCGAGCAGAGCTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCTCTTACCCTACTTCTATCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611309 Dicrotendipes tritomus water mite diet isolate 10730-BHL101516-GBD12000_21355-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGA

CAACCTGGAACTTTTATTGGAGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGTACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611310 Dicrotendipes tritomus water mite diet isolate 10734-BHL101516-GBD26853_13911-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGCAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATATTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCTCCTTCTCTTACCCTACTACTTTCTAGATCAACTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611311 Dicrotendipes tritomus water mite diet isolate 10735-BHL101516-GBD2997_19079-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTTGGGACTTCTTTAAGTATACTTATTCGAGCAGAGCTGGGTC

GACCTGGAACTTTTATTGGTGATGACCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATGGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611312 Dicrotendipes tritomus water mite diet isolate 10737-BHL101516-GBD24898_22930-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTCGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCTCCTTCTCTAACTCTACTTCTTTCTAGAACAACTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611313 Dicrotendipes tritomus water mite diet isolate 10740-BHL101516-GBD12256_2455-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGAGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTCTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTACTACCTCCTTCTCTTACCCTACTACTTTCTAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611314 Dicrotendipes tritomus water mite diet isolate 10745-BHL101516-GBD8200_9757-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGCACTTCCTTAAGTATACTTATTCGAGCAGAGCTGGGTCGACCT

GGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTATAC

CAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611315 Dicrotendipes tritomus water mite diet isolate 10746-BHL101516-GBD20565_7255-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGTGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGATACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGTGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACCTCTTGCGAGAACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611316 Dicrotendipes tritomus water mite diet isolate 10747-BHL101516-GBD23776_6121-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGATCTGGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTCTTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCTCCATCTCTTACGCGACTTCTTGCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611317 Dicrotendipes tritomus water mite diet isolate 10752-BHL101516-GBD20994_2385-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTATTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATAA

ATAACATAAGTTTTTGATTACTTCCCCCATCTCTAACCCTACTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611318 Dicrotendipes tritomus water mite diet isolate 10756-BHL101516-GBD20916_11277-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAACTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGAGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCTAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACCTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611319 Dicrotendipes tritomus water mite diet isolate 10760-BHL101516-GBD4400_19941-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATACTAGGGGCTCCAGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTACTACCCCCTCCTCTTACTCTACTTCTTTCTAGATCAACTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611320 Dicrotendipes tritomus water mite diet isolate 10762-BHL101516-GBD26635_11531-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTCTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGCACTGGAACTTTTATTGGTGACGTTCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAGATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTACTATCTAGACCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611321 Dicrotendipes tritomus water mite diet isolate 10766-BHL101516-GBD11245_17363-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACCTTATATTTCATTCTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTATTGATTACTTCCTCCTTCTCTTACTCTGCTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611322 Dicrotendipes tritomus water mite diet isolate 10767-BHL101516-GBD18543_22757-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGTACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTACTCCTTCTCTTACTCTACCGCTGTCTAGATCAATTGTAGAAAAGGGAGCGGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611323 Dicrotendipes tritomus water mite diet isolate 10769-BHL101516-GBD7127_19393-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGAACTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTATCTAGATCACCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611324 Dicrotendipes tritomus water mite diet isolate 10774-BHL101516-GBD19001_10961-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGGTCCGGGATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGGTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTGGCTAGAACAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611325 Dicrotendipes tritomus water mite diet isolate 10778-BHL101516-GBD4514_23357-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATATTTCATTTTTGGAGCTTGATCAGGACTAGTTGGGATTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAACTTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTGTCTTACTCTACGTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611326 Dicrotendipes tritomus water mite diet isolate 10779-BHL101516-GBD25716_18730-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATTCTTATTCGAGCAGAGCTGGGTC

GACCTGGAACTTTTATTGGTGACGATCAATTTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAGTTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCACCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611327 Dicrotendipes tritomus water mite diet isolate 10780-BHL101516-GBD12406_21015-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTACTACCTCCTTCACTTACCCTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611328 Dicrotendipes tritomus water mite diet isolate 10783-BHL101516-GBD10654_8595-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGAGGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCGGGTATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTACTACCACCTTCTCTTACTCTACTACTTTCTAGAGCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611329 Dicrotendipes tritomus water mite diet isolate 10784-BHL101516-GBD26252_16364-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGTGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGATTACGTCCTCCTTCTCTAACTCTACTTCGTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611330 Dicrotendipes tritomus water mite diet isolate 10785-BHL101516-GBD24975_19428-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAATTATACTTATTCGAGCAGAGCTGGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTCATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTCTTGACTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAAGCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611331 Dicrotendipes tritomus water mite diet isolate 10794-BHL101516-GBD14349_3432-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGTCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611332 Dicrotendipes tritomus water mite diet isolate 10796-BHL101516-GBD17043_15107-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATATTTATTCGAGCAGAGCTGTCTC

GACCTGGAACTTTTCTTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATTGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCTCCTTCTCTTACCCTACTTCTTTCTAGAGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611333 Dicrotendipes tritomus water mite diet isolate 10799-BHL101516-GBD27807_13643-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGTCCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

CTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTTCCTCCTTCTCTAACTCTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAGC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611334 Dicrotendipes tritomus water mite diet isolate 10802-BHL101516-GBD5195_22370-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCCCTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAACTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTGTTCCTCGAA

TAAATAATATAAGGGTTTGATTACTTCCTCCTTCTCTTACTCTACTACTTTCTAGAACAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611335 Dicrotendipes tritomus water mite diet isolate 10804-BHL101516-GBD19031_25764-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGTACTTCTTTAAGTATACTTATTCGAGCAGAACTGGGTC

AAACTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCACCTTCTCTTACTCTACTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611336 Dicrotendipes tritomus water mite diet isolate 10808-BHL101516-GBD24433_7450-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTCTAAGAATATTTATTCGAGCAGAGCTGGGT

CTACCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTATTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGAACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611337 Dicrotendipes tritomus water mite diet isolate 10811-BHL101516-GBD20301_2488-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTAGGT

CACCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGACTACTTCCTCCTTCTCTTACTTTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611338 Dicrotendipes tritomus water mite diet isolate 10812-BHL101516-GBD25942_7134-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGTACTTCTCTAAGTATACTTATTCGAGCAGAGCTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGACTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGGTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611339 Dicrotendipes tritomus water mite diet isolate 10814-BHL101516-GBD27232_21268-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAGTAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTTGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTTCTTCCTCCTTCTCTTACTCTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611340 Dicrotendipes tritomus water mite diet isolate 10819-BHL101516-GBD22901_18466-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACCTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAACTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGAGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTACTCTTACTCAACGTCAATCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611341 Dicrotendipes tritomus water mite diet isolate 10823-BHL101516-GBD28043_15021-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGTATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGATCTGGGTC

GAACTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCCCCAGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCTCCGTCTCTAACACTACTTCTTTCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611342 Dicrotendipes tritomus water mite diet isolate 10824-BHL101516-GBD26934_15619-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGTATAGTTGGGACTTCTTTAAGTATACTTATTCGAGCAGCGCTGGGTC

GTCCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCTCCTTCACTTACTCTACTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611343 Dicrotendipes tritomus water mite diet isolate 10826-BHL101516-GBD27146_8196-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCTGACTCTACTCCGTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611344 Dicrotendipes tritomus water mite diet isolate 10827-BHL101516-GBD4502_22781-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CTACCGGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTACTATCTAGCTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611345 Dicrotendipes tritomus water mite diet isolate 10830-BHL101516-GBD11002_18597-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATACTTATTCGAGCAGAGTTGGGA

CGACCAGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGGGCTCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611346 Dicrotendipes tritomus water mite diet isolate 10832-BHL101516-GBD28577_13200-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATATTTATTCGAGCAGAGCTAGGAC

GATCTGGAACTTTTATTGGTGACGATCACATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611347 Dicrotendipes tritomus water mite diet isolate 10838-BHL101516-GBD14591_24716-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACATTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGAATACTTATTCGAGCAGAGTTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCTTCTTTGACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611348 Dicrotendipes tritomus water mite diet isolate 10842-BHL101516-GBD28177_18855-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGAACTGGAGCTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGACTATTTCCTCCTTCTCTTACCCTACTTCTTGCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611349 Dicrotendipes tritomus water mite diet isolate 10845-BHL101516-GBD13517_4885-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTCTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCTAATTTACAATGTTATTGTTACAGCTCCTGCTTTTATTATCATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGCTC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611350 Dicrotendipes tritomus water mite diet isolate 10850-BHL101516-GBD15694_26603-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCCTTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTCTTCGAGCGGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTAAAGCTCATGCTTATATTATAATTTTCTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCTTCTCTTACTCTACTTCTTTCTAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611351 Dicrotendipes tritomus water mite diet isolate 10854-BHL101516-GBD5385_16259-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATTCTTATTCGAGCAGAGCTGGGTC

GAACTGGATCTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTCGATTACTTCCTCCTTCTCTAACTCTACTACTTTCTAGATCAATAGTAGAAAATGGAGCTGGAAC

A

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611352 Dicrotendipes tritomus water mite diet isolate 10855-BHL101516-GBD17318_5190-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGATCTGTAACTTTTATTGGGGACGATCTAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCACTTTTAATTGGAGGATTTGGAAATTTATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611353 Dicrotendipes tritomus water mite diet isolate 10860-BHL101516-GBD26695_18099-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTCGGAACTTCTCTAAGTATACTTATTCGAGCTGAACTAGGAC

AACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCTCCTTCTCTAACTCTACTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611354 Dicrotendipes tritomus water mite diet isolate 10864-BHL101516-GBD12898_20263-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTCTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGA

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCTTCTCTTACTCTACCTCTTTCTAGATCAATGGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611355 Dicrotendipes tritomus water mite diet isolate 10867-BHL101516-GBD7007_15186-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTAGGT

CGACCAGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCGCTAACTCTACTACTTTCTAGAACAATTGTAGAAAATGGAGCGGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611356 Dicrotendipes tritomus water mite diet isolate 10868-BHL101516-GBD18493_6039-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCTGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTC

AACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTATTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCAGATATAGCTTTACCTCGAAT

AAATAATATAAGATTTTGATTACTTCCTCCTTCTCTAACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611357 Dicrotendipes tritomus water mite diet isolate 10869-BHL101516-GBD23076_23175-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGATCTGGGTC

GAACTGTCACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGACTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACGTCCTCCTTCTCGTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611358 Dicrotendipes tritomus water mite diet isolate 10870-BHL101516-GBD6355_20481-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGGGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCAGATATAGCTTTTCCTCAAA

TAAATAATAAAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611359 Dicrotendipes tritomus water mite diet isolate 10873-BHL101516-GBD27874_10148-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGATCTGGAACTTTTATTGGTGACAATCATATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGTGGCTCCAGATATAGCTTTTCCTCGTA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTAACTCTACTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611360 Dicrotendipes tritomus water mite diet isolate 10875-BHL101516-GBD10074_15446-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATCTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGTGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCTCTTACTCTACTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611361 Dicrotendipes tritomus water mite diet isolate 10877-BHL101516-GBD7615_11266-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATATTTATTCGAGCAGAGTTGGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTATTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCACGAAT

AAATAATATAAGTTTTTGATTACTTCCTCCTTCTCGTACTCTACGTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611362 Dicrotendipes tritomus water mite diet isolate 10881-BHL101516-GBD8217_23937-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTAATTCGAGCAGAGTTAGGTC

AACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611363 Dicrotendipes tritomus water mite diet isolate 10883-BHL101516-GBD21456_7888-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGTACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTGGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCACCTTCCCTTACGCGACTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611364 Dicrotendipes tritomus water mite diet isolate 10889-BHL101516-GBD5307_13261-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTCTTGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACATCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACAAATTTTAATTAGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCGCCTGCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611365 Dicrotendipes tritomus water mite diet isolate 10892-BHL101516-GBD6076_6153-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCTGAACTGGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTCATTGTTACAGCTCATGCTTTTATTATAATTTACTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCATTAATATTAGGTGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACCCTACTACTTTCTAGAGCAACTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611366 Dicrotendipes tritomus water mite diet isolate 10895-BHL101516-GBD13898_11551-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGCCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTCTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCGTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCTTCACTAACTCTACTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611367 Dicrotendipes tritomus water mite diet isolate 10897-BHL101516-GBD5945_22937-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGTTCATGATTTTATTATAATTTTATTTATAG

TTATACCAATTTTAATTGGAGGTTTTGGAAATTTATTAGTTCCTTTAATATTAGAGGCTCCAGCTATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611368 Dicrotendipes tritomus water mite diet isolate 10898-BHL101516-GBD22734_10189-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTTTACTTATTCGAGCAGAGCTGGGTC

AACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCTCCTTCTCTTACTCTACTTCATTCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611369 Dicrotendipes tritomus water mite diet isolate 10899-BHL101516-GBD26334_24407-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGACTCGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGATCTGGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATATAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGTGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCACCTTCTCTTACTCAACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611370 Dicrotendipes tritomus water mite diet isolate 10902-BHL101516-GBD15303_6621-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGCACTTTTATCGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTACCACCTTCTCTTACTATACATCATTCTAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611371 Dicrotendipes tritomus water mite diet isolate 10909-BHL101516-GBD23606_17933-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGTGTC

GAACTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGATTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACGTCCTCCTTCTCTTACGCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCGGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611372 Dicrotendipes tritomus water mite diet isolate 10910-BHL101516-GBD16521_4719-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CTACCTGTAACTTTTATTGTTGACGATCATATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGTAGGATTTGGAAATTTATTAGTTCCTTTAATATTAGGGTCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGTAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611373 Dicrotendipes tritomus water mite diet isolate 10945-BHL101516-GBD8310_20878-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTACTTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTTGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTATTTCTAGAGCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611374 Dicrotendipes tritomus water mite diet isolate 11004-BHL110116-GBD17735_27572-Lq74 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGGGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGTACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTCGATTACTTCCTCCTTCTCTTACTCTACTACTATCTAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611375 Dicrotendipes tritomus water mite diet isolate 11020-BHL110116-GBD17827_12134-Lq75 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGTGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAGATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611376 Dicrotendipes tritomus water mite diet isolate 11027-BHL110116-GBD14199_12166-Lq76 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCCCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611377 Dicrotendipes tritomus water mite diet isolate 11158-BHL110116-GBD8580_26074-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTATTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGACATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTACTTCTTTCTAGATCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611378 Dicrotendipes tritomus water mite diet isolate 11423-BHL101516-GBD10959_25430-Lq78 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTTAGTATACTTATTCGAGCAGAGCTGGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTACTTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCACCTTCTCTTACCCTACTACTTTCTAGAGCAGTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611379 Dicrotendipes tritomus water mite diet isolate 11457-BHL101516-GBD18543_6555-Lq79 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTCTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCCTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGTTTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611380 Dicrotendipes tritomus water mite diet isolate 11497-BHL101516-GBD6135_13649-Lq80 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGTCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACCTTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611381 Dicrotendipes tritomus water mite diet isolate 11618-BHL101516-GBD17224_9752-Lq81 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTACATTCTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCATACACTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611382 Dicrotendipes tritomus water mite diet isolate 11774-BHL101516-GBD8892_15862-Lq82 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611383 Dicrotendipes tritomus water mite diet isolate 12679-BHL040517-GBD20379_15840-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTGCTCTTACTCTTCTTCTTTCTAGAACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611384 Dicrotendipes tritomus water mite diet isolate 12752-BHL040517-GBD22439_14526-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTTTAATATTAGGTGCGCCAGATATAGCTTTTCCTCGGAT

AAATAATATAAGATTTTGATTACTCCCCCCTTCTCTTACTCTACTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR277564, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611385 Dicrotendipes tritomus water mite diet isolate 12869-BHL040517-GBD27411_11490-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611386 Dicrotendipes tritomus water mite diet isolate 14551-BHL040517-GBD16305_27121-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAAAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611387 Diptera sp. water mite diet isolate 1781-BHL110116-GBD10770_20808-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGA

ATTTTAATTCGTGCTGAATTAGGACAACCTGGAGCATTCATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCA

TGCTTTTGTAATAATTTTTTTTATAGTTATACCAATTATGATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGA

GCTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCACTTACACTATTATTAGTAAGAA

GTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KJ496572, identified in GenBank as 

Diptera environmental sample. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611388 Diptera sp. water mite diet isolate 1929-BHL022317-GBD14211_22403-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAAT

GCTTATTCGGGCAGAATTAGGTCGCCCCGGGACTTTTATTGGAGATGATCAAATTTATAATGTGATTGTAACAGCTCACG

CATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTCTAATACTAGGAGC

CCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTAACCCTACTTCTATCAAGATCA

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID KT895423, identified in GenBank as 

Anopheles minimus. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611389 Diptera sp. water mite diet isolate 1984-BHL022317-GBD27537_16717-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGCGGGAACATCTTTAAGAAT

GCTTATTCGGGCAGAATTAGGACGACCCGGGACTTTTATTGGAGATGGCCAAATTTATAATGTGATTGTAACAGCCCAC

GCATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGCAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGG

CACCTGATATAGCATTCCCACGAATAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGG

CTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.7% 

identical to accession ID KT594079, identified in GenBank as 

Anastrepha canalis. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611390 Diptera sp. water mite diet isolate 1988-BHL022317-GBD24526_6609-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGACTTGATCTGGAATAGTGGGAACTTCTTTAAGAAT

GCTTATTCGGGCAGAATTAGGACGACCCGGGA-

CTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCCCACGCATTTATTATAATTTTTTTCATAGTAATACCTAT

TTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTAATACTAGGGGCTCCAGATATAGCATTCCCTCGAATAAATAATA

TAAGATTTTGATTACTTCCCCCATCCCTAACCCTTCTACTTTCAAGAACAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID MF381737, identified in GenBank 

as Anopheles pseudotibiamaculatus. The % identity was 

used to identify this accession's name according to the 

following: >=96.5%, species; 90.0-96.4% only to genus; 80 - 

89.9%, family or higher taxon.  Matches <80%, not used.

>MW611391 Diptera sp. water mite diet isolate 1997-BHL022317-GBD25928_11502-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTCGGGGCCTGATCTGGAATAGTGGGAACTTCTTTAAGA

ATGTTTATTCGGGCAGAATTAGGACGACCCGGGACTTTTATTGGAGATGACCAAATTTATAAAGTGATTGTTACAGCCCA

TGCATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTATTTCCTCTAATACTAGGA

GCTCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGACTACTTCCCCCATCCCTAACCCTTCTACTTTCAAGA

ACAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID KY646204, identified in GenBank as 

Ochlerotatus refiki. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611392 Diptera sp. water mite diet isolate 2024-BHL022317-GBD7516_20331-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAAGA

ATGTTTATTCGGGTAGAATTAGGACGCCCCGGGACAGTTATTGGAGAAGACCAAATTTATAATGTGATTGTTACAGCCC

ACGCATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTTGGAAATTGGTTAGTTCCTCTTATACTAGG

GGCTCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTACCCCCATCCCTAACCCTTCTTCTATCAAG

ATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.6% 

identical to accession ID KR014851, identified in GenBank as 

Anopheles maculipalpis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611393 Diptera sp. water mite diet isolate 2040-BHL022317-GBD21292_20022-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAGCATCTTTAAGA

ATGCTTATTCGGGCAGAATTAGGACGACCCGGGA-

CTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCGTAGTAATACCTAT

TTTAATTGGAGGCTTCAGAAATTGATTAGTTCCTCTTATACTAGGAGCTCCTGATACAGCATTCCCTCGAATAAATAATAT

AAGATTTTGAATACTTCCCCCATCCCTTACCCTACTTCTTTCAAGAACAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID JF966741, identified in GenBank as 

Anopheles fluviatilis T. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611394 Diptera sp. water mite diet isolate 2097-BHL072216-GBD13229_5938-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGTATA

TTAATCCGTGCAGAATTAGGACACCCGGGAACTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGC

ATTTATTATAATTTTTTTTATAGTAATACCTATTTTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCC

CCTGATATGGCTTTTCCTCGTTTAAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGG

CAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID KM389470, identified in GenBank 

as Anopheles dthali. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611395 Diptera sp. water mite diet isolate 2384-BHL072216-GBD24650_16272-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGT

ATATTAATCCGTGCAGAATTAGGACACCCGGGAACTTTAATCGGAGATGATCAAATTTATAATGTAATTGTAACAGCTCA

CGCTTTTATCATGATTTTCTTCATAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTAATATTAGG

AGCACCAGATATGGCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGA

TCAATTGTCGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID KM389466, identified in GenBank 

as Anopheles sacharovi. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611396 Diptera sp. water mite diet isolate 2433-BHL072216-GBD25798_24321-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGT

GTTTTAATTCGAGCTGAATTAGGGCATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCA

CGCTTTTATCATAATTTTCTTCATAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGA

GCACCAGATATGGCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTGCTAGAT

CAATTGTCGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID KM389466, identified in GenBank 

as Anopheles sacharovi. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611397 Diptera sp. water mite diet isolate 2446-BHL072216-GBD11614_20911-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGC

ATGCTTATTCGAGCAAAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCA

CGCTTTTATCATAATTTTCTTCATAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGA

GCACCAGATATGGCTTTTCCTCGTTTAAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAA

GGGCAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KM389466, identified in GenBank 

as Anopheles sacharovi. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611398 Diptera sp. water mite diet isolate 2508-BHL072216-GBD25610_23543-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGATCATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCCTTAAGCATG

TTTATTCGAGCAGAATTAGGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGC

ATTTATCATAATTTTCTTCATAGTTATGCCTATTTTAATTGGAGGCTTTGGGAATTGATTAGTTCCTCTAATATTAGGAGCA

CCAGATATGGCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTC-

TCTTACTTTCTAGAACAATAGTCGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID HQ877374, identified in GenBank 

as Anopheles minimus C. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611399 Diptera sp. water mite diet isolate 2544-BHL072216-GBD14510_25929-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATT

CTAATTCGAGCAGAATTAGGACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGC

TTTTATTATAATTTTCTTTATGGTTATACCTATTCTTATTGGTGGGTTTGGAAATTGGTTGGTTCCTTTAATGTTAGGGGCT

CCTGATATGGCCTTCCCTCGTTTAAATAATTTAAGATTTAGGTTACTTCCTCCTTCTTTAACTTTACTTTTAGTTGGTAGGG

CTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID KU932145, identified in GenBank 

as Potamia littoralis. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611400 Diptera sp. water mite diet isolate 2565-BHL072216-GBD27647_11566-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATACTTTATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATA

CTTATTCGAGCAGAATTAGGACGCCCAGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTCACTGCACATGC

TTTTATTATAATTTTTTTTATAGTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAATTCCTTTAATATTAGGGGCT

CCTGATATAGCTTTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTACTTTCTAGAACAA

TAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID MF381737, identified in GenBank 

as Anopheles pseudotibiamaculatus. The % identity was 

used to identify this accession's name according to the 

following: >=96.5%, species; 90.0-96.4% only to genus; 80 - 

89.9%, family or higher taxon.  Matches <80%, not used.

>MW611401 Diptera sp. water mite diet isolate 4995-BHL032417-GBD9077_8247-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAAT

ATTAATTCGAGCTGAACTAGGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATG

CATTTATTATAATTTTTTTTATAGTAATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAG

CCCCAGATATAGCATTCCCTCGAATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATC

TATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID MF511748, identified in GenBank 

as Ophyra spinigera. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611402 Diptera sp. water mite diet isolate 5061-BHL032417-GBD9907_9969-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTCGGAGCTTGATCGGGAATAGTTGGAACTTCTTTAAGAATT

CTAATTCGAGCAGAATTAGGACATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGC

TTTTGTAATAATTTTTTTTATAGTTATATCTATTTTAATTGAAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCC

CCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAA

TAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID EU493571, identified in GenBank as 

Chymomyza procnemis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611403 Diptera sp. water mite diet isolate 5794-BHL032417-GBD7709_15557-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATT

TTAATTCGAGCAGAACTCGGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGC

CTTTGTAATAATTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCT

CCAGATATGGCCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCTATCTTTAACTCTTCTTCTTTCTAATTCAT-

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID KR262681, identified in GenBank as 

Toxonevra carterosoma. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611404 Diptera sp. water mite diet isolate 5816-BHL032417-GBD12422_24943-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGCACTTCCTTAAGTAT

ACTTATTCGAGCAGAGTTAGGACGGCCAGGAACTTTTATTGGTGACGACCAATTTTATAATGTAATTGTTACCGCTCACG

CTTTTGTAATAATTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGC

CCCTGATATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCT

CTAATTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID KR262649, identified in GenBank as 

Neosilba zadolicha. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611405 Diptera sp. water mite diet isolate 5889-BHL032417-GBD5495_17735-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATATTTTATTTTTGGTGCATGATCAGGAATAATTGGAACTTCTTTAAGAA

TTTTAATTCGAGCAGAATTAGGACGTCCTGGAACTTTTATCGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCAT

GCTTTTATAATAATTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGA

GCCCCTGATATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCT

CTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID KX161627, identified in GenBank as 

Lucilia sericata. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611406 Diptera sp. water mite diet isolate 6280-BHL032417-GBD10331_6696-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATT

CTAATTCGAGCAGAATTAGGTCATCCTGGAACTTTTATTGGTGACAACCAAATTTATAATGTTATTGTAATAGCTCATGCT

TTTATTATAATTTTTTTCATAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCAC

CTGATATAGCATTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTG

CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.6% 

identical to accession ID HM022405, identified in GenBank 

as Anopheles peryassui. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611407 Diptera sp. water mite diet isolate 9992-BHL040517-GBD9384_10874-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAG

AATATTAATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCAC

ATGCATTCCTAATAATTTTCTTTCTGGTTATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAG

GAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAA

GTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611408 Diptera sp. water mite diet isolate 10160-BHL040517-GBD8003_14290-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGA

ATATTAATTCGAGCTGAATTAGGACATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACAT

GCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGG

CACCTGATATAGCATTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTA

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID KY288015, identified in GenBank as 

Simulium dycei. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611409 Diptera sp. water mite diet isolate 10340-BHL040517-GBD2027_13802-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGA

ATGCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCA

TGCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGGGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGTATACTACCTCCTTCATTGACACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611410 Diptera sp. water mite diet isolate 10410-BHL040517-GBD16211_5868-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGGTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAACTATATAATACTCTAGTAACTGCACA

TGCATTCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGA

GCCCCAGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTCCCACCTTCACTAATCCTATTAGTTTCTTCTG

CTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.5% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611411 Diptera sp. water mite diet isolate 10481-BHL040517-GBD16650_9955-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATG

CTTTTATTATAATTTTTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGC

TCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTCGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAG

TTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID FN395192, identified in GenBank as 

Culex torrentium. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611412 Diptera sp. water mite diet isolate 10491-BHL040517-GBD16580_18417-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTCTTAGTGATACCAGTTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGG

CACCTGATATAGCATTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGTATCGG

CTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.8% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611413 Diptera sp. water mite diet isolate 10517-BHL040517-GBD23045_6283-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGAA

TGCTTATTCGCGCAGAATTAGGACGACCCGGAACTTTCATTGGATATGACCATATTTATAATGTTGTAGTTACTGCACAT

GCTTTTATTATAATTTTTTTCATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGTCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACGACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611414 Diptera sp. water mite diet isolate 10534-BHL040517-GBD11392_6680-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATACACTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATG

CTTTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTACTGCCTTTAATATTAGGAGC

CCCAGATATAGCTTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGT

TTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID AF425847, identified in GenBank as 

Culex tarsalis. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611415 Diptera sp. water mite diet isolate 11281-BHL110116-GBD6839_10644-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTAAGA

ATATTAATTCGAGCTGAACTAGGACATCCCGGAACTTTTACTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCA

TGCATTTATTATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTCGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCT

GCAG--CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID JF966742, identified in GenBank as 

Anopheles claviger. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611416 Diptera sp. water mite diet isolate 11865-BHL101516-GBD22341_25385-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAAT

CTTAATTCGAGCTGAATTAGGTCATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACTGCACATG

CATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAG

CTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGC

AG--CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.9% 

identical to accession ID MF381726, identified in GenBank 

as Anopheles darlingi. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611417 Diptera sp. water mite diet isolate 12528-BHL040517-GBD21401_18411-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGGACACTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACATCTTTAAGAAT

ATTAATTCGAGCAGAATTAGGGCACCCAGGAACATTGATTGGGGATGATCAAATTTACAATGTAATTGTAACAGCCCAT

GCTTTTATTATATTTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAG

CCCCTGATATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTC

TCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID KR262649, identified in GenBank as 

Neosilba zadolicha. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611418 Diptera sp. water mite diet isolate 13267-BHL040517-GBD21032_9796-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATT

TTAATTCGAGCAGAACTCGGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGA

CTTTGTAATAATTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGC

CCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCAATAACCTTGCTTTTATCAAGAAC

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID KR262681, identified in GenBank as 

Toxonevra carterosoma. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611419 Diptera sp. water mite diet isolate 13335-BHL040517-GBD16503_2746-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCCGATCAGGTATAGTAGGTACATCTTTAAGAATT

TTAATTCGAGCAGAACTCGGTCACTCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCT

TTTGTAATAATTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCC

CCAGATATAGCTTTTCCTCGAATAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTA

TTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID KM455055, identified in GenBank 

as Philophylla caesio. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611420 Diptera sp. water mite diet isolate 14254-BHL040517-GBD3275_13435-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATA

TTAATTCGAGCAGAACTTGGTCACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCACATGCT

TTTGTAATAATTTTTTTTATGGTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCC

CCTGATATGGCTTTTCCCCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAA

TAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID MF381706, identified in GenBank 

as Anopheles eiseni geometricus. The % identity was used 

to identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611421 Diptera sp. water mite diet isolate 14667-BHL040517-GBD26712_23886-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTCTAAGA

ATTTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTATCGCTCA

TGCATTTGTAATAATTTTTTTTATAATTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGA

GCTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGCAAGAA

GTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.8% 

identical to accession ID KX161505, identified in GenBank as 

Pollenia rudis. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611422 Diptera sp. water mite diet isolate 14682-BHL040517-GBD21252_5404-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATA

CTTATTCGAGCCGAATTAGGACGACCCGGGA-

CATTGATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTATACCAAT

TATAATTGGTGGATTCGGAAATTGACTAGTACCTTTAATATTAGGAGCTCCTGATATAGCCTTTCCACGAATAAATAATA

TAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGTAAGAAGTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KU932128, identified in GenBank 

as Azelia zetterstedtii. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611423 Diptera sp. water mite diet isolate 14684-BHL040517-GBD15535_2623-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATG

CTTTTATTATAATTTTTTTCATAGTTATACCAATTTTAATAGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGTAAGAAGT

ATAGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 88.5% 

identical to accession ID KU728953, identified in GenBank 

as Rhinoleucophenga punctulata. The % identity was used 

to identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611424 Diptera sp. water mite diet isolate 14706-BHL040517-GBD17504_25747-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAAA

ATTTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCA

TGCATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATAGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGG

AGCTCCTGATATAGCCTTTCCACGAATAAATAATATAAGATTCTGACCACTACCACCTTCACTTACACTATTATTAGTAAG

AAGTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.8% 

identical to accession ID KJ496572, identified in GenBank as 

Diptera environmental sample. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611425 Diptera sp. water mite diet isolate 14747-BHL040517-GBD26521_21325-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAAT

ATTAATTCGAGCTGAACTAGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCGTCACTAACACTAGTATTAGGAAGAA

GTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID EU493679, identified in GenBank as 

Scaptomyza frustulifera. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611426 Diptera sp. water mite diet isolate 14787-BHL040517-GBD13753_27128-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTAGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTGTAATTGGTGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGCATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTAACACGATGATTAGTAAGAA

GTACAGTAGAAAACGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID KR262659, identified in GenBank as 

Prochyliza xanthostoma. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611427 Diptera sp. water mite diet isolate 14829-BHL040517-GBD21167_20122-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTCGGACACCCTGAAACATTAATTGGAGACGAACAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGTATTTGGAAATTGATTAGTACCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTGCTTCCTCCTTCACGTACACTATTATTAGTAAGAAG

TATAGTAGAAAATAGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID AY788423, identified in GenBank as 

Ceratitis curvata. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611428 Diptera sp. water mite diet isolate 14870-BHL040517-GBD22710_23434-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTTGGAGCATGATCAGGAATAGTCGGAACTTCTCTAAGA

ATTTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGATCAAATTTATAATATAATTGTTACCGCTCAT

GCATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTTGGAAATTGATTAGTACCTTTAATATTAGGA

GCTCCTGATATAGCCTTCCCACGAATAAATAATATAAGTTTTTGACTACTTCCTCCTTCACTTACACTATTATTAGCAAGA

AGTCTAGTCGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KJ496572, identified in GenBank as 

Diptera environmental sample. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611429 Diptera sp. water mite diet isolate 14970-BHL040517-GBD24080_4822-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATTAGCAGGAATAGTCGGAACTTCTCTAAGAA

TTTTAATTAGTGCTGAATTAGGACACCCTGAAGCACTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGATCAT

GCATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATAATAGGA

GCTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTACCTCCTTCACATACACTATTATTAGTAAGA

AGTATAGTAGAAAAGGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID AY788423, identified in GenBank as 

Ceratitis curvata. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611430 Diptera sp. water mite diet isolate 15002-BHL040517-GBD20969_22250-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACACTTTATTTTATATTTGGAGCATGAGCAGGAATATTCGGAACTTCTCTTAGAATT

TTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATGC

ATTTGTAATAATTTTTTTTATAGTTATACCAATAATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCACGAATAAATAATATAAGATTTTGACTACTACCTCCTTCACTAACACTATTATGAGCAAGAAG

TATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID AY788423, identified in GenBank as 

Ceratitis curvata. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611431 Diptera sp. water mite diet isolate 15025-BHL040517-GBD23274_12361-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATAGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACTCTTCTTCTTTCTAGTTCT

TTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID MF381608, identified in GenBank 

as Anopheles darlingi. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611432 Diptera sp. water mite diet isolate 15104-BHL040517-GBD26996_14255-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTAAATTAGGACACCCTGGAGCATTAATTGTAGACGACCAAATTTATAATGTAATTGTTACCGCTCATGC

ATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCAGAAATTGATTAGTACCTTTAATATTAGGAGCT

CCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTACTTCCTCCTTCACTTACCCTATTATTATCAAGAAGTA

TAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID MF381608, identified in GenBank 

as Anopheles darlingi. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611433 Diptera sp. water mite diet isolate 15155-BHL040517-GBD11930_21319-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGA

ATTTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACAAAATTTATAATGTAATTGTTACCGCTCA

TGCATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGA

GCTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACAATATTAT---

CTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID KJ496572, identified in GenBank as 

Diptera environmental sample. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611434 Diptera sp. water mite diet isolate 15193-BHL040517-GBD6698_21556-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAGTAATTTTTTTTATGGTTATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAG

CCCCCGATATAGCTTTCCCACGAATAAACAATATAAGTTTCTGACTATTACATCCTTCTCTAACCCTTCTTCTTTCTAGATC

AATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID HQ011959, identified in GenBank 

as Apsiphortica longiciliata. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611435 Diptera sp. water mite diet isolate 15224-BHL040517-GBD27195_22610-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTTTATTTTATCTTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGA

ATTTTAATTCGTGCTGAATTAGGACATCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCA

TGCATTTGTTATAATTTTTTTTATAGTTATACCAATTTTAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGA

GCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCTCTTACACTACTTCTT--

TCAAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KJ496572, identified in GenBank as 

Diptera environmental sample. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW611436 Diptera sp. water mite diet isolate 15252-BHL040517-GBD9158_8138-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTTGGAGCATGATCAGGAATAGTCGGAACTTCTTTAAGA

ATTTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCA

TGCATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGAGGATTCGGAAATTGATTAGTACCTTTAATATTAGG

AGCTCCTGATATAGCCTTTCCACTAATAAATAATATAAGTTTTTGACTTCTTCCCCCGTCACTTACACTATTATTAGTAAGA

AGTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KJ496572, identified in GenBank as 

Diptera environmental sample. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611437 Diptera sp. water mite diet isolate 15278-BHL040517-GBD5888_8788-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATA

CTTATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATGC

ATTTGTAATAATTTTTTTTATAGTTATACCAATCATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGTAAGAAGT

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID KU932128, identified in GenBank 

as Azelia zetterstedtii. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611438 Drosophila sp. water mite diet isolate 1920-BHL022317-GBD20166_13929-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACATTATATTTTATTTTTGGGACTTGATCTGGAATAGTGGGAACATCTTTAAGAAT

GCTTATTCGGGCAGAATTAGGACGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTAATACTAGGG

GCTCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGAATACTACCCCCATCCCATA-

CCCTTCTTCTGTCAAGAACAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID KJ841760, identified in GenBank as 

Scaptodrosophila sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611439 Drosophila sp. water mite diet isolate 1951-BHL022317-GBD29705_15976-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCCTTAAGAAT

GCTTATTCGGGCAGAACTAGGACGACCCGGGACCTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTTCCTCTAATACTAGGA

GCTCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTAACCCTTCTACTTTCAAGAA

CAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID KJ841760, identified in GenBank as 

Scaptodrosophila sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611440 Drosophila sp. water mite diet isolate 1965-BHL022317-GBD24934_10584-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGTATAGTGGGAACATCTTTAAAAAT

GTTTATTCGGGCAGAATTAGGACGACCCGGGACTTTTAATGGAGATGACCAAATTTATAATGTGATTGTAACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGAG

CTCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTA-

CCCTACTACTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID KJ841760, identified in GenBank as 

Scaptodrosophila sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611441 Drosophila sp. water mite diet isolate 1969-BHL022317-GBD10885_24151-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAAT

GCTTATTCGGGCAGAGTTCGGACGACCCGGGA-

CTTTTATTGGAAATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAGTAATACCTAT

TTTAATTGGAGGGTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTTCCTCGAATAAATAATAT

AAGATTTTGATTACTTCCCCCATCCCTTACCCTACTACTAACAAGAACAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID EU493613, identified in GenBank as 

Drosophila paramelanica. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611442 Drosophila sp. water mite diet isolate 1975-BHL022317-GBD17720_23439-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCCTGATCTGGAATAGTGGGAACATCTTTAAGAAT

TCTTATTCGGGCAGAATTAGGACGACCCGGGA-

CTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTTTTATAATTTTTTTCATAGTAATACCTAT

TCTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCTTCGAATAAATAATAT

AAGATTTTGATTACTTCCCCCATCCCAAACCCTACTACTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID EU493661, identified in GenBank as 

Drosophila kambysellisi. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611443 Drosophila sp. water mite diet isolate 1990-BHL022317-GBD17179_23456-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAACTCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATT

TTTATTCGGGCAGAATTCGGACGACCCGGGACTTTTATTGGAGATGATCAAATTTATAATGTGATTGTAACAGCACACGC

ATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCT

CCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTAACCCTACTACTATCAAGATCA

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID KJ841760, identified in GenBank as 

Scaptodrosophila sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611444 Drosophila sp. water mite diet isolate 1991-BHL022317-GBD27380_15671-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAAT

GCTTATTCGGGCAGAACTAGGACGACCCGGGACCTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCAC

GCATTTATTATAATTTTTTTCATAGTAATACCTATTATAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGG

GCTCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCAAACCCTACTACTAACAAGA

ACAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID KJ841760, identified in GenBank as 

Scaptodrosophila sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611445 Drosophila sp. water mite diet isolate 1995-BHL022317-GBD9717_20891-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAAT

GCTTATTCGGGCAGAATTAGGACAACCAGGGTCATTTATTGGAGATGACCAAATTTATAATGTGATTGTTACAGCCCATG

CATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTCTAATACTAGGAGC

TCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTGCCCCCATCCCTTACCCTACTACTATCAAGATC

AATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID EU493613, identified in GenBank as 

Drosophila paramelanica. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW611446 Drosophila sp. water mite diet isolate 2001-BHL022317-GBD10732_10224-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAAT

GTTTATTCGGGCAGAATTAGGACGACCCGGGTCTTTTATTGGAGATGATCAAATTTATAATGTGATTGTTACAGCACACG

CATTTATTATAATTTTTTTCATAGTGATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTTTTATACTAGGGGC

TCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTA-

CCCTTCTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID KJ841760, identified in GenBank as 

Scaptodrosophila sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611447 Drosophila sp. water mite diet isolate 2026-BHL022317-GBD7398_17622-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTGAGAAT

GTTTATTCGGGCAGAATTAGGACGCCCCGGGACTTTTATTGGAGATGATCAAATTTATAATGTGATTGTAACAGCCCACG

CATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTCTTATACTAGGGGC

TCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTACCCCCATCACTTACCCTACTTCTATCAAGATCA

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID KJ841760, identified in GenBank as 

Scaptodrosophila sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611448 Drosophila sp. water mite diet isolate 2035-BHL022317-GBD11202_19793-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGACTTGATCTGGAATAGTGGGCACTTCTTTAAGAATG

CTTATTCGGGCAGAATTAGGACGACCAGGGTCTTTTATTGGAGATGATCAAATTTATAATGTGATTGTAACAGCCCACGC

ATTTATAATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTACCTCTTATACTAGGGGC

TCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTACCCCCATCCCTTA-

CCCTTCTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID KJ841760, identified in GenBank as 

Scaptodrosophila sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611449 Drosophila sp. water mite diet isolate 2053-BHL022317-GBD15738_27403-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGACTTGATCTGGAATAGTGGGAACTTCTTTAAGACTG

CTTATTCGGGCAGAATTAGGACGACCCGGGA-

CTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAGTAATACCTAT

TTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGAATAAATAATAT

AAGATTTTGATTACTTCCCCCAGCCCTTACCCGACTTCTTGCAAGAGCAAGAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.6% 

identical to accession ID EU493613, identified in GenBank as 

Drosophila paramelanica. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611450 Drosophila sp. water mite diet isolate 2661-BHL072216-GBD16843_25579-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTTTATATTTCATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATA

CTTATTCGAGCAGAATTAGGTCGACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGC

TTTTATTATAATTTTTTTTATAGTTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCC

CCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAA

TAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID DQ471590, identified in GenBank 

as Drosophila lacertosa. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611451 Drosophila sp. water mite diet isolate 3012-BHL032417-GBD6384_16032-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGTACATG

CTTTTATTATAATTTTTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGGTTATTACCACTAATATTAGGAGC

CCCTGATATGGCTTTTCCACGAATAAATAATATAAGATATTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGA

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID AY750090, identified in GenBank as 

Drosophila lacertosa. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611452 Drosophila sp. water mite diet isolate 3650-BHL032417-GBD22458_6116-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCGTGATCCGGAATAGTGGGAACTTCATTAACAAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATG

CTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGC

CCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTACTTTCAAGAAGA

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID AY750090, identified in GenBank as 

Drosophila lacertosa. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611453 Drosophila sp. water mite diet isolate 5808-BHL032417-GBD22133_17549-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATA

TTAATTCGAGCAGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTTTAATGTAATTGTTACCGCTCACGCT

TTTGTAATAATTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCTC

CTGATATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCACT

AGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID EU493661, identified in GenBank as 

Drosophila kambysellisi. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611454 Drosophila sp. water mite diet isolate 7017-BHL032417-GBD15516_23435-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATCGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATG

CTTCTATTATAATTTTTTTTATAGTAATACCTATCTTAATTGGAGGATTTGGAAGTTGGTTATTATCACTAATATTAGGAGC

CCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGA

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID AY750090, identified in GenBank as 

Drosophila lacertosa. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611455 Drosophila sp. water mite diet isolate 7059-BHL032417-GBD11662_11423-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATG

CTTTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAATACCACTAATATTAGGAGC

CCCTGATGTGGCTTTTCCACGAATAAATAATATAGGATTTTGATTATTACCCCCATCTCTTACTTTATTACTATCAAGAAG

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID AY750090, identified in GenBank as 

Drosophila lacertosa. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611456 Drosophila sp. water mite diet isolate 7069-BHL032417-GBD27448_18024-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAAT

GCTTATTGGAGCAGAATTAGGACGACCCGGAGCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACAT

GCTTTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATGTTAGGAG

CCCCTGATATGGCCTTTCCACGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTGCAAGAA

GAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID AY750090, identified in GenBank as 

Drosophila lacertosa. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611457 Drosophila sp. water mite diet isolate 10214-BHL040517-GBD9271_8797-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAAT

ATTAATTCGAGCTGAACTAGGACATCCTGGAACTTTTATTGGAGAGTACCAAATTTATAATGTAATTGTTACAGCACATG

CATTCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGC

ACCAGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTG--

CTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.2% 

identical to accession ID JF416733, identified in GenBank as 

Stegana saigusai. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611458 Drosophila sp. water mite diet isolate 10309-BHL040517-GBD6029_23218-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAAT

ATTAATTTGAGCTAAACTAGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATACTCTAGTAACTGCACATG

CATTCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGC

ACCAGATATAGCTTTCCCACGACTTAACAATTTAAAATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTG--

CTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 81.0% 

identical to accession ID JF416733, identified in GenBank as 

Stegana saigusai. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611459 Drosophila sp. water mite diet isolate 14558-BHL040517-GBD10027_3215-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACATTATATTTTATTTTCGGAGCTTGAGCGGGAATAGTAGGAACTTCTCTTAGTATT

TTAATTCGAGCAGAATTAGGACATCCAGGTGCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGC

TTTTGTAATAATTTTTTTTATAGTAATACCTATTATAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCT

CCTGATATAGCTTCCCCTCGAATGAATAATATAAGATTTTGACTTCTTCCCCC--

CTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID AB669760, identified in GenBank as 

Drosophila pectinifera. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611460 Drosophila sp. water mite diet isolate 14813-BHL040517-GBD27509_11752-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTTGGAGCCTGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGATACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCGCGAATAAATAATATAAGATTTTGACTTCTTCCCCCTTCACTAACACTATTATTAGCAAGAAG

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID EU493627, identified in GenBank as 

Drosophila malerkotliana. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611461 Drosophila sp. water mite diet isolate 15057-BHL040517-GBD22411_24619-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTTTATTTTATTTTTGGAGCATGAGCAGGAATAGTCGGAACTTCTTTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CTTTTATAATAATTTTTTTTATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGCAAGAAGT

ATAGTAGAAAATGGAGCTGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID EU493627, identified in GenBank as 

Drosophila malerkotliana. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611462 Drosophila sp. water mite diet isolate 15110-BHL040517-GBD10708_2888-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATACAATATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGACT

GCTGATCCGAGCAGAATTAGGACGACCCGGAACTTTCCTTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCGTCACTTACACTATTATTAGTAAGAAG

TAGAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID EU493653, identified in GenBank as 

Drosophila eurypeza. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611463 Drosophila sp. water mite diet isolate 15168-BHL040517-GBD18677_25523-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACACTTTATTTTATATTTGGAGCATGAGCATGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAACTATGACACCCTGGATCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATGC

ATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAGCT

CCTGATATAGCCTTTCCACGAATAAATAATATAAGATTTTGACTACTTCCTCCTTCACTAACACTATTATTAGTAAGAAGA

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID EU493627, identified in GenBank as 

Drosophila malerkotliana. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611464 Erebidae sp. water mite diet isolate 5311-BHL032417-GBD9982_8332-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGAC

TATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACATTAGTTACAGCCCATG

CTTTTATTATAATTTTTTTTATAGTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGC

CCCAGACATAGCTTTCCCCCGTATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCA

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.1% 

identical to accession ID KC571061, identified in GenBank as 

Cyana meyricki. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611465 Eutrichota sp. water mite diet isolate 14322-BHL040517-GBD14975_9872-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACATTATATTTTATTTTCGGAACTTGATCTGGAATAGTAGGAACATCACTTAGTATA

TTAATTCGAGCAGAACTTGGTCGCCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGC

TTTTATTATAATTTTTTTTATAGTAATACCTATTATAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCT

CCTGATATAGCTTTCCCTCGAATGAATAATATAAGTTTTTGATTACTACCTCCTTCTCTTACCTTACTTTTAGTAAGCAGTA

TAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID GQ409325, identified in GenBank 

as Eutrichota paratunicata. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW611466 Glyphodes sp. water mite diet isolate 8934-BHL032417-GBD27178_17651-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATA

TTAATTCGAGCAGAATTAGGACACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGC

TTTTATTATAATTTTTTTTATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGAGGCT

CCAGATATAGCTTTTCCTCGAATAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAAT

TGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KM576860, identified in GenBank 

as Glyphodes pyloalis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611467 Glyptotendipes meridionalis water mite diet isolate 9277-BHL032417-GBD25279_13384-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACATTATATTTTATTTTTGGGGCACGATCAGGAATAGTTGGGACTTCTTTAAGAATGCTTATTCGAGC

TGAACTAGGACAACCAGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACTGCACATGCATTTATTATAAT

TTTTTTTATAGTTATACCTATTTTATTTGGAGGGTTTGGAAATTGACTAGTTCCTTTAATATTGGGGGCCCCTGATATAGC

TTTCCCGCGAATAAATAATATAAGTTTTTGACTATTACCTCCTTCTTTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954649, identified in GenBank as 

Glyptotendipes meridionalis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611468 Glyptotendipes meridionalis water mite diet isolate 9303-BHL032417-GBD23282_8518-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACCTTATATTTTATTTTTGGGGCATGATCAGGAATAGTTGGGACTTCTTTTAGAATGCTTATTCGAGCT

GAACTAGGACCACCAGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACTGCACATGCATTTATTATAATT

TTTTTTATAGTTATACCTATTTTATTTGGAGGGTTTGGAAATTGACTAGTTCCTTTAATATTGGGGGCCCCTGATATAGCT

TTCCCTCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTGCTTTAACCCTTTTACTATCAAGTTCAATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KP954649, identified in GenBank as 

Glyptotendipes meridionalis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611469 Glyptotendipes senilis water mite diet isolate 6640-BHL032417-GBD20075_26030-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGCACATTATATCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACGTCTTTAAGTATGCTAATTCGAGCAGAA

ATAGGACGACCTGGAACTTTTATTGGAGATGACCAGATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATATTTTTT

TTTATAGTTATACCTATTTTAATTGGGGAATTTGGAAATTGATTAGTCCCTCTTATGCTGGGAGCTCCTGATAAGGCTTTC

CCCCGAATAAATAATATAAATTCTTGGCTTCTCCCTCCTTCTTTAACTCTTCTTCTTTCTAGTTCAATTGTCGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611470 Glyptotendipes sp. water mite diet isolate 3486-BHL032417-GBD20951_25316-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGCACATTATATCTTATTTTTGGGGCTTGATCCGGAATAGCGGGAACGTCTTTAAGTATGCTAATTCGAGCAGAA

ATAGGACGACCTGGAACTTTTATTGGAGATGACCAGATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATATTTTTT

TTTTTTATAGTTATACCTATTTTAATTGGGGAATTTGGAAATTGATTAGTCCCTCTTATGCTGGGAGCTCCTGATAAGGCT

TTCCCCCGAATAAATAATATAAATTCTTGGCTTCTCCCTCCTTCTTTAACTCTTCTTCTTTCTAGTTCAATTGTCGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611471 Glyptotendipes sp. water mite diet isolate 3581-BHL032417-GBD16831_21432-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGCACATTATATCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACGTCTTTAAGTATGCTAATTCGAGCAGAA

ATAGGACGACCTGGAACTTTTATTGGAGATGACCAGATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATATTTTTT

TTTATAGTTATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCGGATATAGCTTTC

CCTCGAATAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACT-

TTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611472 Glyptotendipes sp. water mite diet isolate 3596-BHL032417-GBD18008_24584-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGAACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAAT

TAGGACATGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTT

TTATGGTTATACCTATTTTAATTGGGGAATTTGGAAATTGATTAGTCCCTCTTATGCTGGGAGCTCCTGATAAGGCTTTCC

TCCGAATAAATAATATAAATTCTTGGCTTCTCCCTCCTTCTTTAACTCTTCTTCTTTCTAGTTCAATTGTCGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611473 Glyptotendipes sp. water mite diet isolate 3662-BHL032417-GBD18564_19933-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGCACATTATATCTTATTTTTGGGGCTTGATCCGGAATAATGGGAACGTCTTTTAGTATGCTAATTCGAGTAGAA

ATAGGACGACCTGGAACTTTTATTGGAGATGACCAGATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTT

TTTATAGTTATACCTATTTTAATTGGGGAATTTGGAAATTGATTAGTCCCTCTTATGCTGGGAGCTCCTGATAAGGCTTTC

CCCCGAATAAATAATATAAAATCTTGGCTTCTACCTCCTTCTTTAACCCTACTTCTTTCTAGTTCAATAGTCGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611474 Glyptotendipes sp. water mite diet isolate 3850-BHL032417-GBD6904_5178-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGCACATTATATCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACGTCTTTAAGTATGCTAATTCGAGCAGAA

ATAGGACGACCTGGAACTTTTATTGGAGATGACCAGATTTATAATGTTATTGTAACAGCTCACGCTTTTGTTATAATTTTT

TTTATAGTTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTC

CCTCAAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAATTTCAATTGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611475 Glyptotendipes sp. water mite diet isolate 3982-BHL032417-GBD14105_23681-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGAACACTATATTTTATTTTCGGGGCTTGATCCGGAATAGTGGGAACGTCTTTAAGTATGCTAATTCGAGCAGAA

ATAGGATGACCTGGAACTTTTATTGGAGATGACCAGTTTTATAATGTTAGTGTAACAGCTCACGCTTTTATTATATTTTTT

TTTGTAGTTATACCTATTTTAATTGGGGAATTTGGATATTGATTAGTCCCTCTTATGCTGGGAGCTCCTGATAAGGCTTTC

CCCCGAATAAATAATATAAATTCTTGGCTTCTCCCTCCTTCTTTAACTCTTCTTCTTTCTAGTTCAATTGTCGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611476 Glyptotendipes sp. water mite diet isolate 3987-BHL032417-GBD18023_24827-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGCACATTATATCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACGTCTTTAAGTATGCTAATTCGAGCAGAA

ATAGGACGACCTGGAACTTTTATTGGAGATGACCAGATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATATTTTTT

TTTATAGTTATACCTATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTC

CCTCGAATATATAATATAAGTTTTTGAGTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAAAGGAG

CTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611477 Glyptotendipes sp. water mite diet isolate 4043-BHL032417-GBD14728_10669-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAA

TTAGGACGACCCGGAACTTTTATTGGAGATGACCAGATTTATAATGTTATTGTAACAGCTCACGCTTTCATTATATTTTTT

TTTATAGTTATACCTATTTTAATTGGGGAATTTGGAAATTGATTAGTCCCTCTTATGCTGGGAGCTCCTGATGAGGCTTTC

CCCCGAATAAATAATACAAGTTTTTGATTATTACCCCCTTCATTAACT-

TTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611478 Glyptotendipes sp. water mite diet isolate 8996-BHL032417-GBD4161_12664-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACCTTATATTTTATTTTTGGGGCATGATCAGGAATTGTTGGGACTTCTTTAAGAATGCTTATTCGAGCT

GAACTAGGACGACCAGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACTGCACATGCATTTATTATAATT

TTTTTTATAGTTATACCTATTTTATTTGGAGGGTTTGGAAATTGACTAGTTCCTTTAATATTAGGGGCACCAGATATAGCT

TTCCCTCGGATAAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KP954649, identified in GenBank as 

Glyptotendipes meridionalis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611479 Glyptotendipes sp. water mite diet isolate 9021-BHL032417-GBD16839_20530-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACCTTATATTTTATTTTTGGGGCATGATCAGGAATAGTTGGGACTTCTTTAAGAATGCTTATTCGAGCT

GAACTAGGACGACCAGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACTGCACATGCATCTATTATAAT

TTTTTTTATAGTTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGC

TTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KP954649, identified in GenBank as 

Glyptotendipes meridionalis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611480 Glyptotendipes sp. water mite diet isolate 9202-BHL032417-GBD21946_16295-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACCTTATATTTTATTTTTGGGGCATGATCAGGAATAGTTGGGACTTCTTTAAGAATGCTTATTCGAGCT

GAACTAGGACGACCAGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACTGCACATGCATTTATTATAATT

TTTTTTATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCTT

TCCCTCGAATAAATAATATAAGATTTTGACTTTTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954649, identified in GenBank as 

Glyptotendipes meridionalis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611481 Glyptotendipes sp. water mite diet isolate 9236-BHL032417-GBD13358_16518-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGC

AGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAA

TTTTTTTCATAGTTATACCTATTTTATTTGGAGGGTTTGGAAATTGACTAGTTCCTTTAATATTGGGGGCCCCTGATATAG

CTTTCCCTCGAATAAATAATATAAGTTTTTGACTCTTACCTCCTTCTTTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KP954649, identified in GenBank as 

Glyptotendipes meridionalis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611482 Hydrachnidiae sp. water mite diet isolate 1749-BHL110116-GBD5425_12904-Lq47 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCGCTCACCTTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611483 Hydrachnidiae sp. water mite diet isolate 1923-BHL022317-GBD25391_7063-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGGAATTGATTAGTTCCTCTTATACT-

AGAGGCTCCTGATATAGCATTCCTTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCATACCCTTCTTCTTTCA

AGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611484 Hydrachnidiae sp. water mite diet isolate 1959-BHL022317-GBD23392_25252-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCCTTTGGAGCATGATCCGGAGTAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTCTTCATAG

TAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611485 Hydrachnidiae sp. water mite diet isolate 2308-BHL072216-GBD7693_22354-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTCGGAAATTGACTAGTCCCATTGATAATTAGAGCTCCAGATATAGCATTTCCACG

AATAAACAATATAAGATTTTGACTTTTACCCCCCTCTTTAACTCTTCT

Using NCBI BLASTN in June 2018, this sequence was 00.0% 

identical to accession ID MG773261, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW611486 Hydrachnidiae sp. water mite diet isolate 3827-BHL032417-GBD15707_2287-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

AAAATAATATGAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAGTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611487 Hydrachnidiae sp. water mite diet isolate 3866-BHL032417-GBD5454_21266-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AAACAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCATCTAATATTAGGAGCTCCGGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCACTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611488 Hydrachnidiae sp. water mite diet isolate 5156-BHL032417-GBD14492_21104-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCATTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAAATTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCTTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAG-

TAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611489 Hydrachnidiae sp. water mite diet isolate 5375-BHL032417-GBD15659_19776-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACACCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCCTTTACCCCCGTCATTATCTTTACTTCTTTCTAGGTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611490 Hydrachnidiae sp. water mite diet isolate 5611-BHL032417-GBD12025_2232-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AGCCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTAATAATTTTTTTCATAG

TAATACCAATAATAATTGGGGGGTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGA

ATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611491 Hydrachnidiae sp. water mite diet isolate 6537-BHL032417-GBD22468_10847-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACCGCTCATGCTTTCGTTATAATTTTTTTCATAG

TTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTCCTCGA

ATAAATAGTATAAGTTTCTGACTTTTATCCCCCTCTCCT--

ACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611492 Hydrachnidiae sp. water mite diet isolate 7077-BHL032417-GBD6694_19189-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTCTTTTCATAG

TTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611493 Hydrachnidiae sp. water mite diet isolate 10580-BHL040517-GBD12034_19293-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTCA

ACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTATAGT

TATGCCAATAATAATTGGAGGATTCGGAAATTGACTAGTCCCATTGATGATTAGAGCTCCAGATATAGCATTTCCACGAA

TAAACAATATAAGATTTTGACTTTTACCCCCCTCTTTAACTCTTCTACTATCTAGTTCTTTCACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG811666, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611494 Hydrachnidiae sp. water mite diet isolate 10861-BHL101516-GBD25075_8295-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCG

AATAAATAATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAATTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID MG811666, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611495 Insecta sp. water mite diet isolate 2683-BHL072216-GBD12475_20729-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATA

TTAATCCGAACTGAATTAGGTCATCCTGAAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCT

TTTATTATAATTTTTTTTATAGTTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCAC

CAGATATAGCTTTCCCTCGGATAAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATT

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID MF410860, identified in GenBank 

as Pterygota sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611496 Insecta sp. water mite diet isolate 5773-BHL032417-GBD12687_12403-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAGTT

TTAATTCGAGCAGAACTCGGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGCTACCGCTCACGC

TTTTGTAATAATTTTTTTTATAGTGATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGC

ACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCTA

TCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID MF410860, identified in GenBank 

as Pterygota sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611497 Insecta sp. water mite diet isolate 5840-BHL032417-GBD27057_7439-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATT

TTAATTCGAGCAGAACTCGGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGC

TTTTGTAATAATTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCT

CCTGATATAGCCTTTCCTCGAATAAATAACATAAGTTTCTGATTACTTCCTCCCTCTCTTTCTCTTCTTCTTTCAAGTTCAAT

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID MF410860, identified in GenBank 

as Pterygota sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611498 Insecta sp. water mite diet isolate 13602-BHL040517-GBD13952_18749-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCATGATCAGGCATAGTAGGCACTTCTTTAAGAATT

TTAATTCGAGCAGAACTCGGTCACGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGC

TTTTGTAATAATTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGC

ACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGATCTT

TCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID MF410860, identified in GenBank 

as Pterygota sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611499 Insecta sp. water mite diet isolate 13999-BHL040517-GBD6342_10800-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCAATAAGAATGCTTATCCG

AACAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTA

TAATTTTTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTTTGATATTAGGGACTCCTGATA

TAGCTTTTCCGCGAATAAATAATATAAGATTTTGATTATTACCCCCTACATTAACCTTACTTTTATCAAGATCAATAGTCGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID JN008918, identified in GenBank as 

Spilopsyllus cuniculi. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611500 Kiefferulus sp. water mite diet isolate 2525-BHL072216-GBD6920_11830-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGA

GCAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTATCAT

AATTTTTTTCATAGTTATGCCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCCCTAATATTAGGAGCACCTGATAT

AGCTTTCCCGCGAATAAATAATATAAGCTTCTGACTTCTTCCCCCGTCTTTAACTCTCCTACTATCTAGATCAATAGTCGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID DQ648215, identified in GenBank 

as Kiefferulus brevibucca. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611501 Kiefferulus sp. water mite diet isolate 2631-BHL072216-GBD12770_9620-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGA

GCAGAATTAGGACGACCTGGAACTTTTATTGGAGATAACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCAT

AATTTTCTTCATAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATAT

GGCTTTCCCGCGAATAAACAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID DQ648215, identified in GenBank 

as Kiefferulus brevibucca. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611502 Lebertia quinquemaculosa water mite diet isolate 1117-BHL110116-GBD19638_4850-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTCGGAAATTGACTAGTCCCATTGATAATTAGAGCTCCAGATATAGCATTTCCACG

AATAAACAATATAAGATTTTGACTTTTACCCCCCTCTTTAACTCTTCTACTATCTAGTTCTTTCACAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID MG773261, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611503 Lebertia quinquemaculosa water mite diet isolate 9688-BHL032417-GBD26260_11318-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACCTTAATCCGTTTAGAATTAGGAC

AACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAATTTTCTTTATAG

TTATGCCAATAATAATTGGAGGATTCGGAAATTGACTAGTCCCATTGATGATTAGAGCTCCAGATATAGCATTTCCACGA

ATAAACAATATAAGATTTTGACTTTTACCCCCCTCTTTAACTCTTCTACTATCTAGTTCTTTCACAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID MG811666, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611504 Lebertia quinquemaculosa water mite diet isolate 10211-BHL040517-GBD12119_21140-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTCATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTCGGAAATTGACTAGTCCCATTGATGATTAGAGCTCCAGATATAGCATTTCCACG

AATAAACAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGT

Using NCBI BLASTN in June 2018, this sequence was 98.0% 

identical to accession ID MG811666, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611505 Lebertia quinquemaculosa water mite diet isolate 11390-BHL101516-GBD20691_4390-Lq78 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCCTCATTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTCGGAAATTGACTAGTCCCATTGATAATTAGAGCTCCAGATATAGCATTTCCACG

AATAAACAATATAAGATTTTGACTTTTACCCCCCTCTTTAGCTCTTCTACTATCTAGTTCTTTTACAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID MG773261, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW611506 Lebertia quinquemaculosa water mite diet isolate 11452-BHL101516-GBD6598_24293-Lq79 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAATTTTCTTTATA

GTTATACCAATAATAATTGGAGGATTCGGAAATTGACTAGTCCCATTGATGATTAGAGCTCCAGATATAGCATTTCCACG

AATAAACAATATAAGATTTTGACTTTTACCCCCCTCTTTAACTCTTCTACTATCTAGTTCTTTCACAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID MG811666, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611507 Lebertia quinquemaculosa water mite diet isolate 11646-BHL101516-GBD18625_20931-Lq81 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGGACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTCGGAAATTGACTAGTCCCATTGATAATTAGAGCTCCAGATATAGCATTCCCACG

AATAAACAATATAAGATTTTGACTTTTACCCCCCTCTTTAACTCTTCTACTATCCAGTTCTTTCACAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID MG773261, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611508 Lebertia quinquemaculosa water mite diet isolate 11739-BHL101516-GBD23141_4420-Lq82 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTCGGAAATTGACAAGTCCCATTGATGATTAGAGCTCCAGATATAGCATTTCCACG

AATAAACAATATAAGATTTTGACTTTTACCCCCCTCTTTAACTCTTCTACTATCTAGTTCTTTCACAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID MG811666, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611509 Lebertia sp. water mite diet isolate 1730-BHL110116-GBD6014_19147-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGCGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCATGA

CTAAATAATTTAAGATTCTGACTACTACCACCATC

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611510 Lebertia sp. water mite diet isolate 1905-BHL022317-GBD5140_21015-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATCCCATACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611511 Lebertia sp. water mite diet isolate 2011-BHL022317-GBD24484_18838-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCTTAATTCGACTTGAATTATGAC

AACCAGGCTCATTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGATTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTAGCAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611512 Lebertia sp. water mite diet isolate 2022-BHL022317-GBD6087_17461-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCAGGAATAATTGGAGCTAGATTAAGAATCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCATTACTAGGAAATGATCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATATTAATTGGAGGTTTTGGAAACTGATTAGTTCCTCTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611513 Lebertia sp. water mite diet isolate 2052-BHL022317-GBD10852_23177-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCATTCATAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATTATAATTGGAGGATTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGACATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTCCTTCCCCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611514 Lebertia sp. water mite diet isolate 3568-BHL032417-GBD17035_7428-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611515 Lebertia sp. water mite diet isolate 4983-BHL032417-GBD9613_22359-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAG-

TAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611516 Lebertia sp. water mite diet isolate 5008-BHL032417-GBD24408_10837-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGAATAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAACTTACAATACAATTGTAACTGATCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCATTCCCTCGA

ATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611517 Lebertia sp. water mite diet isolate 5020-BHL032417-GBD12965_14011-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAATGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCTTTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611518 Lebertia sp. water mite diet isolate 5057-BHL032417-GBD24364_8280-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACATTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGTCTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAGTTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCATTCCCACGA

TTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTA

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611519 Lebertia sp. water mite diet isolate 5149-BHL032417-GBD16878_17016-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCCCACTCCTAGGAAGTGACCAAATTTACAATAAAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCAATAATAATCAGAGCCCCAGAGATAGCTTTTCCACCA

ATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611520 Lebertia sp. water mite diet isolate 5224-BHL032417-GBD20064_13868-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTCCCACGA

CTTAACAATTTAAGATTCTGACTACTACCACCTTC

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611521 Lebertia sp. water mite diet isolate 5406-BHL032417-GBD28359_19351-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAAATGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCATTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAA

TAAATAACATAAGATTTTGATTATTACCACCTACTTTAACATTATTATTATCAAGAACTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611522 Lebertia sp. water mite diet isolate 5532-BHL032417-GBD12443_25330-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTGCTTTTGGAGCATGATCAGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTATAATACAATTGTAACTGATCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAGTAATATAAGATTTTGACTTCTTCCTCCATCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611523 Lebertia sp. water mite diet isolate 5621-BHL032417-GBD9311_25551-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAAAATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611524 Lebertia sp. water mite diet isolate 5636-BHL032417-GBD18715_3338-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCTGACATAGCCTTCCCGCGA

ATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCGTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611525 Lebertia sp. water mite diet isolate 5653-BHL032417-GBD23946_14352-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCTTTAACTCTTCTTCTTACTTGTTCATTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611526 Lebertia sp. water mite diet isolate 5664-BHL032417-GBD25180_21590-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCTGATATAGCATTCCCACGA

TTAAATAATATAAGATTTTGACTATTACCCCCATCGCTAATTCTA

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611527 Lebertia sp. water mite diet isolate 6175-BHL032417-GBD11652_3094-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATTCGGAATAATTGGGGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611528 Lebertia sp. water mite diet isolate 6196-BHL032417-GBD6969_18480-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTATGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTATCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACCGATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTATCTCTTCTTCTTACTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611529 Lebertia sp. water mite diet isolate 6260-BHL032417-GBD8823_23611-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGAATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611530 Lebertia sp. water mite diet isolate 6554-BHL032417-GBD19319_8690-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACATTTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611531 Lebertia sp. water mite diet isolate 6993-BHL032417-GBD21595_10025-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGTCTTGAATTAGGAC

TGCCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATGATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611532 Lebertia sp. water mite diet isolate 7025-BHL032417-GBD28849_11838-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCAATCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGACATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCCGACTTGTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611533 Lebertia sp. water mite diet isolate 7057-BHL032417-GBD4201_20145-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGAGTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTCCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTCTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611534 Lebertia sp. water mite diet isolate 7064-BHL032417-GBD6745_7171-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACCT-TATTACTTTCAAG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611535 Lebertia sp. water mite diet isolate 7281-BHL032417-GBD23772_11118-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACATTACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCAGCCTTAACTCTTCTGCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611536 Lebertia sp. water mite diet isolate 7463-BHL032417-GBD6836_12326-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTATGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAAATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611537 Lebertia sp. water mite diet isolate 8472-BHL101416-GBD25749_9205-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGA

ATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611538 Lebertia sp. water mite diet isolate 8755-BHL101416-GBD15691_20096-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGAATTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTGACTGCTCATGCTTTCGTTATAATTTTCTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAAATGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611539 Lebertia sp. water mite diet isolate 9313-BHL032417-GBD10497_20931-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGGATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTCAGAAATTGACTAGTCCCATTGATAATTAGAGCTCCAGATATAGCATTTCCACG

AATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG773261, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611540 Lebertia sp. water mite diet isolate 9767-BHL040517-GBD25517_15633-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTTGGAAATTGACTAGTCCCATTGATGATTAGAGCTCCAGATATAGCATTTCCACG

AATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG811666, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611541 Lebertia sp. water mite diet isolate 9771-BHL040517-GBD19930_21813-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTCGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCG

AATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID MG811666, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611542 Lebertia sp. water mite diet isolate 12111-BHL040517-GBD25749_9205-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGA

ATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611543 Lebertia sp. water mite diet isolate 12394-BHL040517-GBD15691_20096-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGAATTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTGACTGCTCATGCTTTCGTTATAATTTTCTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAAATGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611544 Lebertia sp.  water mite diet isolate 1893-BHL022317-GBD25885_20941-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACAACCA

GGCTCACTCCTAGGAAGTGACCAAGTTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGTAATA

CCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAATAAA

TAATATAAGAATTTGACTTCGTCCTCCATCCTTAACTCTACATCTATCAAGTTCCTTTACAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611545 Lebertia sp.  water mite diet isolate 1992-BHL022317-GBD2095_12788-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTACCAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGGGCCCCAGATATAGCTTTTCCACGA

ATAAATAATAAAAGATTTTGACTTCCTCCTCCCTCCTTAACTCTACTTCTATCAAGTTCCTTTACAGAAAAAGGAGCTGGA

ACCGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611546 Lepidoptera sp. water mite diet isolate 1610-BHL110116-GBD23313_13977-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTCTAAGAATT

TTAATTCGACTAGAATTAGGACACCCAGGCTCATTAATCGGAGACGATCAACTATATAACACCCTAGTTACTGCACATGC

ATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGC

TCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCA

GCA--GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.7% 

identical to accession ID KX827002, identified in GenBank as 

Ectropis obliqua. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611547 Lepidoptera sp. water mite diet isolate 8666-BHL101416-GBD4538_10381-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGT

ATATTAATTCGAGCTGAATTAGGTCACCCAGGAACTTTAATTGGAGATGATCAACTTTATAATACTCTAGTAACTGCACA

TGCATTCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGA

GCACCAGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCCG

CTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.7% 

identical to accession ID KR780071, identified in GenBank as 

Kumasia kumaso. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611548 Lepidoptera sp. water mite diet isolate 8719-BHL101416-GBD21935_13144-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTCATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGAACTAGAAT

ATTAATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGTGATCAACTTTATAATACTCTAGTAACTGCTCATGC

ATTCCTAATAATTTTCTTTCTGGTTATACCAATATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCC

CCAGATATGGCTTTCCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACTA

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.0% 

identical to accession ID KX011066, identified in GenBank as 

Graphium leechi. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611549 Lepidoptera sp. water mite diet isolate 8749-BHL101416-GBD6869_19943-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAAT

ATTAATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATG

CATTCCTAATAATTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGC

TCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCAT

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.1% 

identical to accession ID EU768948, identified in GenBank as 

Rhodoecia aurantiago. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611550 Lepidoptera sp. water mite diet isolate 10375-BHL040517-GBD8484_15908-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAGCTAGAAT

ATTAATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATG

CATTCCTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGATATTGACTTCTACCTTTAATATTAGGAGC

CCCAGATATAGCTCTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGA

ATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.9% 

identical to accession ID AB158247, identified in GenBank as 

Agrioglypta itysalis. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611551 Lepidoptera sp. water mite diet isolate 10429-BHL040517-GBD22636_15736-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAAT

ATTAATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCTCATG

CATTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGC

CCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCT

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.0% 

identical to accession ID AB158247, identified in GenBank as 

Agrioglypta itysalis. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611552 Lepidoptera sp. water mite diet isolate 10848-BHL101516-GBD27887_17179-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAA

TACTAATTCGAATTGAATTATCACAACCAGGATCGTTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACAT

GCATTCTTAATAATTTTCTTTCTTGTAATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGG

CTCCAGATATAGCTTTTCCTCGAATAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTAACTCTACTACGTTCTAGATC

AATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.9% 

identical to accession ID KM576860, identified in GenBank 

as Glyphodes pyloalis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611553 Lepidoptera sp. water mite diet isolate 10891-BHL101516-GBD19941_13947-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAA

TACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACAGCTCAT

GCTTTTATTATAATTTTCTTTATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGG

CTCCAGATATAGCTTTTCCTCGAATAAATAATATAAGTTTTTGATTACTACCTCCTTCTCTTACTCTACTTCTTTCTAGATCA

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID KM576860, identified in GenBank 

as Glyphodes pyloalis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611554 Lepidoptera sp. water mite diet isolate 11108-BHL110116-GBD5720_13525-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTATAA--

-

TACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACAT

GCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGA

GCCCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCCTCCCCCCTCTTTAACTCTTTTACTTTCAAGTA

GAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 81.9% 

identical to accession ID KM576860, identified in GenBank 

as Glyphodes pyloalis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611555 Lepidoptera sp. water mite diet isolate 11136-BHL110116-GBD20546_5447-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAA

TACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACAT

GCATTTATTATAATTTTTTTCATAGTTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGA

GCCCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTA

GAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.6% 

identical to accession ID KM576860, identified in GenBank 

as Glyphodes pyloalis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611556 Lepidoptera sp. water mite diet isolate 12305-BHL040517-GBD4538_10381-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGT

ATATTAATTCGAGCTGAATTAGGTCACCCAGGAACTTTAATTGGAGATGATCAACTTTATAATACTCTAGTAACTGCACA

TGCATTCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGA

GCACCAGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCCG

CTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.7% 

identical to accession ID KR780071, identified in GenBank as 

Kumasia kumaso. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611557 Lepidoptera sp. water mite diet isolate 12358-BHL040517-GBD21935_13144-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTCATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGAACTAGAAT

ATTAATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGTGATCAACTTTATAATACTCTAGTAACTGCTCATGC

ATTCCTAATAATTTTCTTTCTGGTTATACCAATATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCC

CCAGATATGGCTTTCCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACTA

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.0% 

identical to accession ID KX011066, identified in GenBank as 

Graphium leechi. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611558 Lepidoptera sp. water mite diet isolate 12388-BHL040517-GBD6869_19943-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAAT

ATTAATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATG

CATTCCTAATAATTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGC

TCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCAT

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.1% 

identical to accession ID EU768948, identified in GenBank as 

Rhodoecia aurantiago. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611559 Lepidoptera sp. water mite diet isolate 14414-BHL040517-GBD19253_7078-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATATTTGGAGCTTGAGCGGGAATAGTAGGAACTTCTCTTAGTATT

TTAATTCGAGCAGAATTAGGACATCCAGGTGCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGC

TTTTGTAATAATTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTTTAATACTAGGGGCC

CCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTTTCAAGTTCAT

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID EU768912, identified in GenBank as 

Heliocheilus ionola. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611560 Leptocera erythrocera water mite diet isolate 1043-BHL100916-GBD20187_13068-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATATTTGGAGCTTGAGCGGGAATAGTAGGAACTTCTCTTAGTATTTTAATTCGAGCAGAATTAGGA

CATCCAGGTGCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCGTGCTTTTGTAATAATTTTTTTTATA

GTAATACCTATTATAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATGAATAATATAAGTTTTTGATTACTACCTCCTTCTCTTACCTTACCTTTAGTAAGCAGTATACTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR394103, identified in GenBank as 

Leptocera erythrocera. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611561 Leptocera erythrocera water mite diet isolate 15215-BHL040517-GBD21552_20985-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATATTTGGAGCTTGAGCGGGAATAGTAGGAACTTCTCTTAGTATTTTAATTCGAGCAGAATTAGGACA

TCCAGGTGCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTATAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATG

AATAATATAAGTTTTTGATTACTACCTCCTTCTCTTACCTTACTTTTAGTAAGCAGTATACTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID MF838592, identified in GenBank 

as Leptocera erythrocera. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611562 Leptocera sp. water mite diet isolate 14219-BHL040517-GBD25687_15237-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTATAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCCGATATAGCTTTCCCTCGAGT

GAATAATATAAGTTTTTGATTACTACCTCCTTCTCTTACCTTACTTTTAGTAAGCAGTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KM909916, identified in GenBank 

as Leptocera erythrocera. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611563 Leptocera sp. water mite diet isolate 14242-BHL040517-GBD8185_4040-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTATAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATG

AATAATATAAGTTTTTGATTACTACCTCCTTCTCGTACCTTACTTTTAGTAAGCAGTATACTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KM961632, identified in GenBank 

as Leptocera erythrocera. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611564 Leptocera sp. water mite diet isolate 14245-BHL040517-GBD26216_14808-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACACC

CTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTAAT

ACCTATTATAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATGAA

TAATATAAGTTTTTGATTACTACCTCCTTCTCTTACCTTATTTTTAGTAAGCAGTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID MF836864, identified in GenBank 

as Leptocera erythrocera. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611565 Leptocera sp. water mite diet isolate 14343-BHL040517-GBD6669_7352-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATATTTGGAGCTTGAGCGGGAATAGTAGGAACTTCTCTTAGTATTTTAATTCGAGCAGAATTAGGAC

ATCCAGGTGCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTATAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

GAATATTATAAGTTTTTGATTACTTCCCCCTTCT-

TTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KM904712, identified in GenBank 

as Leptocera erythrocera. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW611566 Leptocera sp. water mite diet isolate 14363-BHL040517-GBD13672_6905-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATATTTGGAGCTTGAGCGGGAATAGTAGGAACTTCTCTTAGTATTTTAATTCGAGCAGAATTAGGA

CATCCAGGTGCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TAATACCTATTATAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TGAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR394103, identified in GenBank as 

Leptocera erythrocera. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611567 Leptocera sp. water mite diet isolate 14367-BHL040517-GBD21037_4030-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTCGGTGCCTGATCAAGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCC

CGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTAATA

CCTATTATAATTGGAGGGTTTGGAAATTTATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATGAAT

AATATAAGTTTTTGATTACTACCTCCTTCTCTTACCTTACTTTTAGTAAGCAATATACTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID MF836532, identified in GenBank 

as Leptocera erythrocera. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611568 Leptocera sp. water mite diet isolate 14397-BHL040517-GBD13129_10244-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCGGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTATAATTGGAGGGTATGGAAATTGATTAGGTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

GAATAATATAAGTTTTTGATTACTACCTCCTTCTCTTACCTTACTTTTAGTAAGCAGTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID MF836864, identified in GenBank 

as Leptocera erythrocera. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611569 Leptocera sp. water mite diet isolate 14446-BHL040517-GBD27751_14560-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACATC

CAGGTACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTAAT

ACCTATTATAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTTGAATGAA

TAATATAAGTTTTTGATTACTACCTCCTTCTCTTACCTTACTTTTAGCAAGCAGTATACTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM961632, identified in GenBank 

as Leptocera erythrocera. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611570 Leptocera sp. water mite diet isolate 14495-BHL040517-GBD20539_2954-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAATTAGGACA

TCCAGGTGCTTTAATTGGAAATGATCAAATTTATAATGTAATTGTTACAGCTTATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTATAATTGGAGGATTTGAAAATTGATTGGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCAAATG

AATAATATAAGTTTTTGATTACTACCTCCTTCTCTTACCTTACTTTTAGTAAGCAGTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MF836344, identified in GenBank 

as Leptocera erythrocera. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611571 Leptocera sp. water mite diet isolate 14545-BHL040517-GBD11132_12346-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATATTTGGAGCTTGAGCGGGAATAGTAGGAACTTCTCTTAGTATTTTAATTCGAGCAGAAATAGGAC

ATCCAGGTGCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTATAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

GAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTTTCAAGTTCATTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KM918163, identified in GenBank 

as Leptocera erythrocera. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW611572 Leucophenga sp. water mite diet isolate 862-BHL100916-GBD23353_16441-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACAATTATTAGTAAGAAG

TATAGTAGAAAATGGCGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID JX887648, identified in GenBank as 

Leucophenga sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611573 Leucophenga sp. water mite diet isolate 15010-BHL040517-GBD20268_26943-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACACTTTATTTTATTTTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACATCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCAGATATAGCTTTTCCACGAATAAATAATATAAGATTTTGACTTCTTCCTCCCTCACTAACACTATTACTAGCAAGAA

GTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID JX887648, identified in GenBank as 

Leucophenga sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611574 Leucophenga sp. water mite diet isolate 15061-BHL040517-GBD3133_20359-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACACTTTATTTTATATTTGGAGCATGAGCAGGTATAGTCGGAACTGCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGGGATGATCAAATTTATAATGTAATTGTTACTGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGTAAGAAGT

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID JX887648, identified in GenBank as 

Leucophenga sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611575 Leucophenga sp. water mite diet isolate 15098-BHL040517-GBD18907_16331-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTCGGAACTTCTCTAAGAATT

TTAATTCGTACTGAATTAGGACATCCTGGAACTTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATGC

ATTTGTAATAATTTTTTTTATAGTTATACCAATTTTAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAGCT

CCTGATATAGCCTTTCCACGAATAAATAATATAAGATTTTGACTACTTCCTCCTTCACTTACACTATTATTAGTAAGAAGA

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID JX887648, identified in GenBank as 

Leucophenga sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611576 Limnophyes sp.  water mite diet isolate 14447-BHL040517-GBD5168_18113-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACTTTATATTTTATTTTTGGAGCCTGATCTGGAATAATTGGAACCTCATTAAGAATTCTTATTCGAGCTGAATTAG

GCCATTCAGGAACTTTAATCGGTGATGACCAAATTTATAACGTAATTGTAACTGTTCATGCTTTTGTTATAATTTTTTTTAT

AGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGGGCACCAGACATAGCGTTCCCTC

GTATAAACAATATAAGATTCTGGCTTTTACCCCCATCATTAACTCTCCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR292949, identified in GenBank as 

Limnophyes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611577 Limnophyes sp.  water mite diet isolate 14456-BHL040517-GBD4960_9797-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACTTTATATTTTATTTTTGGAGCCTGATCTGGAATAATTGGAACCTCATTAAGAATTCTAATTCGAGCTGAATTAG

GCCATTCAGGAGCTTTAATCGGTGATGACCAAATTTATAACGTAATTGTAACTGCTCATGCTTTTGTAATAATTTTTTTTA

TAGTTATACCAATTTTAATTGGAGGATTCGGGAATTGATTAGTGCCTTTAATGTTAGGGGCACCTGACATAGCGTTTCCT

CGTATAAACAATATAAGATTCTGGCTTTTACCCCCATCATTAACTCTCCTTCTTTCTAGTTCAATAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR292949, identified in GenBank as 

Limnophyes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611578 Macrocyclops sp.  water mite diet isolate 10691-BHL040517-GBD17115_8667-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGACTTTGTATTTATTGGCAGGTGCTTGAGCGGGGTTAGTAGGAACTGGACTTAGAATGATTATTCGACTTGAGTTAGG

TCAGCCGGGCAGCTTATTGGGTGATGATCAAATTTATAATGTAGTAGTAACTGCTCACGCATTTGTGATAATTTTTTTTAT

AGTTATATCAATTTTAATTGGGGGATTTGGAAACTGGTTAGTTCCCCTAATACTAGGGTCTCCTGACATAGCTTTTCCTCG

AATAAATAATATAAGTTTTTGATTTCTATTGCCCGCTTTAATCTTATTATTGGCTAGGGCCCTAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID MF745282, identified in GenBank 

as Macrocyclops sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611579 Megascolecidae  sp. water mite diet isolate 1471-BHL110116-GBD7086_22997-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTATACTTTATTTTAGGAGTCTGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAAT

TGAATTCTCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAAT

TTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGC

ATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTACTGCAGCAGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611580 Megascolecidae  sp. water mite diet isolate 1494-BHL110116-GBD21373_2936-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAGAATACTAATTCGAAT

TGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTTTATAATATCCTTGTTACTGCACATGCATTCTTAATAAT

TTTCTTTCTAGTAATACCAGTTTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGC

TTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATTTCTACTGCAGCAGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611581 Megascolecidae  sp. water mite diet isolate 1498-BHL110116-GBD4491_22509-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTTTACTTTATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGTTTAGAATACTAATTCGAAC

TGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAAT

TTTCTTTCTTGTAATACCAATATTAATTGGAGGGTTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGC

TTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.3% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611582 Megascolecidae  sp. water mite diet isolate 1565-BHL110116-GBD15030_10661-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAGAATACTAATTCGAACTGAATT

ATCACAACCAGGATCATTCTTAGGAAGTGATCAACTTTATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTT

CTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCC

ACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.2% 

identical to accession ID KF205410, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611583 Megascolecidae  sp. water mite diet isolate 1579-BHL110116-GBD25173_17785-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGACTAGAATATTAATTCGAATTGAATT

ATCACAACCAGGATCATTCTTAGGAAGTGATCAACTTTATAACACCCTTGTTACTGCACATGCATTTTTAATAATTTTTTTT

CTAGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCC

ACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAACAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.2% 

identical to accession ID KF205410, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611584 Megascolecidae  sp. water mite diet isolate 1709-BHL110116-GBD14700_25151-Lq47 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAGA

ATACTAATTCGAATTGAATTATCACACCCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTTTTTCTTGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTTGA

GCTCCAGATATGGCTTTCCCACTACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTTCTG

CAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.5% 

identical to accession ID KF205412, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611585 Megascolecidae  sp. water mite diet isolate 1712-BHL110116-GBD20800_22081-Lq47 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGA

ATACTTATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAATACCCTTGTTACTGCACAT

GCATTCTTAATAATTTTTTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCTCCAGAGATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTTCCACCATCTCTAACCTTACTAATTTCTACT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.8% 

identical to accession ID KF205412, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611586 Megascolecidae  sp. water mite diet isolate 10263-BHL040517-GBD15668_24331-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGCTACTAGAATATTAATTCGGAT

TGAATTATCTCAACCAGGATCATTCCTAGGGAGAGATCAACTTTATAATACTCTTGTAACTGCACATGCATTCCTAATAAT

TTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTTCCTCTAATACTTGGAGCACCAGATATAGC

TTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCTGCCGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611587 Megascolecidae  sp. water mite diet isolate 10625-BHL040517-GBD8930_13231-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTATACTTTATCTTAGGAGCTTGAGCTGGAATAATTGGAACAGGATTTAGAATATTTATTCGAGT

TGAATTATCTCAACCAGGATCATTCATAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCATAATAA

TTTTCTTTCTGGTTATACCAGTATTAATTGGAGGATTTGGAAACTGACTTCCACCTCTAATACTTGGAGCACCAGATATAG

CTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCCGTAGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.2% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611588 Megascolecidae  sp. water mite diet isolate 10801-BHL101516-GBD22820_12131-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGACTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTTGTTACTGCACAT

GCATTCTTAATAATTTTTTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGA

GCTCCAGATATAGCTTTCCCTCGAATAAATAACATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTG

CAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.0% 

identical to accession ID KF205412, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611589 Megascolecidae  sp. water mite diet isolate 10907-BHL101516-GBD3233_20794-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGCACTCTATATTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTTTTAATAATTTTTTTTCTTGTTATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGA

GCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCCCCATCACTAACCTTACTAATATCTTCT

GCAGCAGTAGAAAATGGAGCTGGAGCAGG

Using NCBI BLASTN in June 2018, this sequence was 84.0% 

identical to accession ID KF205412, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611590 Megascolecidae  sp. water mite diet isolate 10930-BHL101516-GBD9067_7637-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTTTACTTTATTTTAGGAGTTTGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAAT

TGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAA

TTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGG

CTTTCCCACGACTAAATAATATAAGATTCTGACTGCTACCACCATCACTAATCTTACTAATATCTACTGCAGCAGTAGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611591 Megascolecidae  sp. water mite diet isolate 10990-BHL101516-GBD11821_12796-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAGCAGGGTCTAGA

ATACTTATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACAT

GCATTCTTAATAATTTTTTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCCCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTTCTACCCCCATCTCTAACCTTACTAATTTCTTCTG

CAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.3% 

identical to accession ID KF205412, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611592 Megascolecidae  sp. water mite diet isolate 10997-BHL101516-GBD17411_3384-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAA

TTGAATTATCACAACCAGGATCATTCATAGGAAGAGATCAACTATATAACACCCTAGTAACTGCACATGCATTCTTAATA

ATTTACTTTCTCGTTATACCAGTATTTATTGGAGGATTTGGAAACTGATTACTACCTCTAATACTTGGAGCTCCAGATATA

GCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCCTACTAGTTTCTTCTGCAGCCGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611593 Megascolecidae  sp. water mite diet isolate 11023-BHL110116-GBD10560_22660-Lq76 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAGCAGGGACTAGAATACTAATTCGAA

TTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAA

TTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGG

CTTTCCCACGACTAAATAATATAAGGTTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAA

ATGGAGCCGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611594 Megascolecidae  sp. water mite diet isolate 11208-BHL110116-GBD27247_19543-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTATACTTTATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGTCTGGAATACTAATTCGAA

TTGAATTATCACCACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAA

TTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATAG

CCTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTTCTGCAGCAGTAGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.6% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611595 Megascolecidae  sp. water mite diet isolate 11223-BHL110116-GBD6089_17368-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTATACTTCATTTTAGGAGTATGAGCAGGAATGATTGGAACAGGGACTAGAATACTAATTCGAA

TTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCATAGTTACTGCACATGCATTCTTAATA

ATTTTCTTTCTTGTTATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATA

GCTTTCCCTCGACTAAATAATATAAGATTCTGACTTCTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.2% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611596 Megascolecidae  sp. water mite diet isolate 11398-BHL101516-GBD17595_3201-Lq78 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGCACACTATACTTAATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGACTAAA

ATACTAATTCGAATTGAATTAGCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACTCCCTAGTTACTGCACA

TGCATTCGTAATAATTTTTTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCCCCTTCTCTCATCTTACTACTTTCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.2% 

identical to accession ID KF205412, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611597 Megascolecidae  sp. water mite diet isolate 11418-BHL101516-GBD7345_13526-Lq78 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATATTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGATTAGAAT

ACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATG

CATTCTTAATAATTTTTTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAG

CTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCCCCATCACTAACCTTACTAATTTCATCTG

CAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.3% 

identical to accession ID KT429010, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611598 Megascolecidae  sp. water mite diet isolate 11430-BHL101516-GBD2422_13201-Lq78 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAAT

TGAATTATCACAACCGGGATCATTCTTAGGAAGAGATCAACTATATAATACCATTGTTACTGCACATGCATTCTTAATAAT

TTTTTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGC

ATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCTGCAGCAGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611599 Megascolecidae  sp. water mite diet isolate 11591-BHL101516-GBD12868_22021-Lq81 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGCATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATT

ATGACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTTTT

TATTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCATTCC

CACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCTGCAGCAGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF205971, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611600 Megascolecidae  sp. water mite diet isolate 11608-BHL101516-GBD24506_5597-Lq81 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGA

ATACTAATTCGAATTGAATTAGCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCCCCCTCTCTTACCTTACTACTTTCTTCT

GCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.3% 

identical to accession ID KF205412, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611601 Megascolecidae  sp. water mite diet isolate 11660-BHL101516-GBD24249_18628-Lq81 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGA

ATACTAATTCGAATTGAATTATCACAATCAGGATCATTCTTAGGAAGAGATCAACTATATAACACAATAGTTACTGCACA

TGCATTTTTAATAATTTTTTTTCTTGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAACCCTACTAATTTCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.6% 

identical to accession ID KF205412, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611602 Megascolecidae  sp. water mite diet isolate 11694-BHL101516-GBD27808_15435-Lq81 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGCACAGGGTTTAGAATACTAATTCGAAT

TGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAAT

TTTCTTTCTAGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATGGC

TTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTTCATCAGCAGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.2% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611603 Megascolecidae  sp. water mite diet isolate 11891-BHL101516-GBD15277_18961-Lq82 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTATACTTTATTTTCGGAGTATGAGCAGGAATAATTGGAACAGGGATTAGAATACTAATTCGAAT

TGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAAT

TTTTTTTCTTGTTATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGC

TTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCTACAGCAGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611604 Megascolecidae  sp. water mite diet isolate 11937-BHL101516-GBD2701_18717-Lq82 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGCACTCTATACGTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTACTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATAGCATTTCCACGAATAAACAATATAAGATTTTGACTTTTACCCCCCTCTTTAACTCTTCTACTATCTAGT

TCTTTCACAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.9% 

identical to accession ID KF205412, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611605 Megascolecidae  sp. water mite diet isolate 11952-BHL101516-GBD8884_6899-Lq82 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTTTGAGCAGGAATAATTGGAACAGCGATTAGAA

TACTTATTCGAATTGAATTATCACAACCAGGACCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACAT

GCATTCTTAATAATTTTTTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTGATCTTACTAATTTCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.0% 

identical to accession ID KF205412, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611606 Megascolecidae  sp. water mite diet isolate 12006-BHL101516-GBD6979_15052-Lq82 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTATACTTTATTTTAGGAGCCTGAGCAGGAATAATTGGAACAGGGTTTAGAATACTAATTCGAAT

TGAATTATCACAACCAGGATCATTCATAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAA

TTTTTTTTCTAGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGG

CTTTCCCACGAATAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAAGATCTTCTGCAGCAGTAGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.9% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611607 Megascolecidae  sp. water mite diet isolate 12025-BHL101516-GBD3265_16024-Lq82 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAGAATACTAATTCGAAT

TGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATAATAGTTACTGCACATGCATTCTTAATAAT

TTTTTTTCTTGTAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATAGC

TTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611608 Megascolecidae  sp. water mite diet isolate 13059-BHL040517-GBD18986_8183-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTCTAAACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGCTTCTAGAATATTAATTCGGAT

TGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTTGTAACTGCACATGCATTCCTAATAAT

TTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGC

TTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTACTGCTGCCGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.9% 

identical to accession ID KF017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611609 Megaselia sp. water mite diet isolate 2276-BHL072216-GBD12129_26645-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTAGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATCTTAATTGGGGGATTTGGAAATTGACTTTTACCATTAATGCTTGGAGCACCAGATATAGCTTTCCCCCGAAT

GAATAATATAAGTTTTTGACTTCTTCCCCCATCTCTAACCCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KX774883, identified in GenBank as 

Megaselia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611610 Megaselia sp. water mite diet isolate 2359-BHL072216-GBD2504_14969-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

CCTGGAACCTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCCCATGCTTTTATCATAATTTTTTTTATAGTTA

TACCTATCTTAATTGGGGGATTTGGAAATTGACTTTTACCATTAATGCTTGGAGCACCAGATATAGCTTTCCCCCGAATG

AATAATATAAGTTTTTGACTTCTTCCCCCATCTCTAACCCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KX774883, identified in GenBank as 

Megaselia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611611 Megaselia sp. water mite diet isolate 2406-BHL072216-GBD15813_24073-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATATTTCACTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTAACAGCTCATGCTTTTATCATAATTTTTTTTATAGTT

ATACCTATCTTAATTGGGGGATTTGGAAATTGACTTTTACCATTAATGCTTGGAGCACCAGATATAGCTTTCCCCCGAAT

GAATAATATAAGTTTTTGACTTCTTCCCCCATCTCTAACCCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KX774883, identified in GenBank as 

Megaselia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611612 Megaselia sp. water mite diet isolate 2444-BHL072216-GBD21886_3339-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGTATACTTATTCGTGCAGAATTAGGTCA

TCCAGGCACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCCCATGCTTTTATCATAATTTTTTTTATAGTT

ATACCTATCTTAATTGGGGGATTTGGAAATTGACTTTTACCATTAATGCTTGGAGCACCAGATATAGCTTTCCCCCGAAT

GAATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KX774883, identified in GenBank as 

Megaselia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611613 Megaselia sp. water mite diet isolate 2540-BHL072216-GBD13109_28417-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACAC

CCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCCCATGCCTTTATCATAATTTTTTTTATAGTTA

TACCTATCTTAATTGGAGGATTTGGAAATTGACTTTTACCATTAATTCTTGGAGCACCAGATATAGCTTTCCCCCGAATGA

ATAATATAAGTTTTTGACTTCTTCCCCCATCTCTAACCCTTCTTCTTTCTAGTACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KX774883, identified in GenBank as 

Megaselia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611614 Megaselia sp. water mite diet isolate 2637-BHL072216-GBD5831_13935-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGTACACTTATTCGTGCAGAATTAGGTCA

TCCAGGCACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCCCATGCTTTTATCATAATTTTTTTTATAGTT

ATACCTATCTTAATTGGGGGATTTGGAAATTGACTTTTACCATTAATGCTTGGAGCACCAGATATAGCTTTCCCCCGAAT

GAATAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCA---

GTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KX774883, identified in GenBank as 

Megaselia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611615 Megaselia sp. water mite diet isolate 2676-BHL072216-GBD6252_9068-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATACTTATTCGTGCAGAATTAGGTCA

TCCAGGCACTTTTATTGGAGATGATCAAATTTATACTGTAATTTTTACAGCACATGCTTTTATCATAATTTTTTTTATAGTT

ATACCTATCTTAATTGTGGGATTTGGAAATTGACTATTACCATTAATGTTTGGAGCACCAGATATAGCTTTCCCCCGAATG

AATAATATAAGTTTTTGACTTCTTCCCCCATCTCTAACCCTACTTCTTTCTAGTTCAATTGTAGAAAATGGGGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KX774883, identified in GenBank as 

Megaselia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW611616 Megaselia sp.  water mite diet isolate 2554-BHL072216-GBD17680_4762-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGTGCAGAATTAGGTCA

TCCAGGCACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCCCATGCTTTTATCATAATTTTTTTTATAGTT

ATACCTATCTTAATTGGGGGATTTGGAAATTGACTTTTACCATTAATGCTTGGAGCACCAGATATAGCTTTCCCCCGAAT

GAATAATATAAGTTTTTGACTTCTTCCCCCATCTCTAACCCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KX774883, identified in GenBank as 

Megaselia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611617 Nais barbata water mite diet isolate 1438-BHL110116-GBD10601_24311-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAACTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAT

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611618 Nais barbata water mite diet isolate 3673-BHL032417-GBD16701_4895-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGATTGGGAAACTGATTACTTCCACTAATACTAGGTGCTTCTGATATAGCATTCCCACGATT

AAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611619 Nais barbata water mite diet isolate 4240-BHL032417-GBD27860_9441-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTTTTTATTGGAGGATTCGGAAACTGATTACTTCCTCTAATACTAGGTGCTGCTGATATAGCATTCCCACGAAT

AAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611620 Nais barbata water mite diet isolate 4961-BHL032417-GBD22810_24283-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAATATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCTATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAT

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611621 Nais barbata water mite diet isolate 5367-BHL032417-GBD26356_18808-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAACTATATAATACTCTTGTAACAGCACATGCTTTCTTAATAATTTTCTTCATAGT

AATACCTGTATTAATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGGGCTGCTGATATAGCATTCCCACGAA

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAACTCTACTAATTTCTACTGCAGTCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611622 Nais barbata water mite diet isolate 5495-BHL032417-GBD27160_23162-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTATATCTTATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGATCAAGATTACTAATTCGAATTGAACTCTCACAACC

AGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCATAGTAAT

ACCTGTTTTAATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAATAA

ATAATCTAAGATTTTGATTACTTCCACCATCATTAACTCTACTAATTTCATCTGCAGCCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611623 Nais barbata water mite diet isolate 5799-BHL032417-GBD12985_22019-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTCTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCAC

AACTAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAG

TAATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGA

TTAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTAGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611624 Nais barbata water mite diet isolate 6670-BHL032417-GBD17365_2505-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

TCCAGGATCATTCCTTGGAAGAGATCAACTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCCGTCTTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAT

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611625 Nais barbata water mite diet isolate 7351-BHL032417-GBD22527_22607-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTACCAGCACATGCATTCTTAGTAATTTTCTTCTTAGT

AATACCTGTATTAATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGTTGCTGATATAGCATTCCCACGAT

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW611626 Nais barbata water mite diet isolate 8511-BHL101416-GBD3810_15827-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGGTCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAT

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAAGTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611627 Nais barbata water mite diet isolate 11524-BHL101516-GBD26129_12632-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGTACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTATTGTAACAGCACATGCATTTTTAATAATTTTTTTCTTAGT

AATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAA

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATATCTACTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611628 Nais barbata water mite diet isolate 11538-BHL101516-GBD26672_8024-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCATTGGAAGAGATCAATTATATAATACTCTTGTAACAGCGCATGCATTCTTAATAATTTTTTTCATAGT

AATACCTGTATTAATTGGAGGATTCGGAAACTGATTTCTTCCACTAGTACTAGGTGCTGCTGATATAGCATTCCCACGAA

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611629 Nais barbata water mite diet isolate 11543-BHL101516-GBD27742_16419-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTTTTAG

TAATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCGCTAATACTAGGAGCTGCTGATATAGCATTCCCACGA

TTAAATAATCTAAGATTTTGATTACATCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611630 Nais barbata water mite diet isolate 11550-BHL101516-GBD4302_15442-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGGTTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAA

TAAATAATCTAAGATTCTGACTACTACCACCATCTCTAAGCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611631 Nais barbata water mite diet isolate 11551-BHL101516-GBD27810_18610-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGTTTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTATATTAATTGGAGGATTCGGAAACTGATTACTTCCTCTAATACTAGGTGCTGCTGATATAGCATTCCCACGAA

TAAATAATATAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTGTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611632 Nais barbata water mite diet isolate 11556-BHL101516-GBD13489_4500-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGAGTACTAATTCGAATTGAACTCTCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAG

TAATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCGCGA

TTAAATAATCTAAGATTTTGATTACTTCCCCCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611633 Nais barbata water mite diet isolate 11559-BHL101516-GBD8969_18195-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTATTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAATAGATCAATTTTATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCATAGTA

ATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCTCTAATACTAGGTGCTGCTGATATAGCATTCCCACGATTA

AATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCATAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611634 Nais barbata water mite diet isolate 11567-BHL101516-GBD10712_20948-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGGATTGAACTCTCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCATCTTAG

TAATACCTGTATTTATTGGAGGATACGAAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATAAAGCATTCCCACGA

TTAAATAATCTAAGATTTTGATTACTTCCACCATCATTAAATCTACTAAATTCTACTGCAGCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611635 Nais barbata water mite diet isolate 11574-BHL101516-GBD25067_4992-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCATAGT

AATACCAGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGAGCTGCTGATATAGCATCCCCACGAA

TAAATAATCTAAGATTTTGATTACTTCCACTATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW611636 Nais barbata water mite diet isolate 11665-BHL101516-GBD18629_4026-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTGATTCGCATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATCATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGATGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGATT

AAATAATCTAAGATTTTGATTACTTCCACCATCAGTAATTCTACTAATTTCTTCAGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611637 Nais barbata water mite diet isolate 11699-BHL101516-GBD7252_23717-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTTGAACAAGATTACTAATTCTAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATCCTTAATAATTTTCTTCTTAGT

AATACCTGGATTTATTGGAGGATTCGGAAACTGAGTACTTCCACTAATACTAGGTGCTGCTGATATAGCAGTCCCACGAT

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611638 Nais barbata water mite diet isolate 11711-BHL101516-GBD21339_14912-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCATAGT

AATACCTGTATTAATTGGAGGATTTGGAAACTGACTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAA

TAAATAATATAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATATCTACAGCAGCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611639 Nais barbata water mite diet isolate 11714-BHL101516-GBD23337_26732-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAATAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTCCTGATATAGCATTCCCACGACT

AAATAATCTAAGATTTTGATTACTTCCACCGTCATTAATTCTACTAAATTCTACTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611640 Nais barbata water mite diet isolate 12150-BHL040517-GBD3810_15827-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGGTCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAT

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAAGTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611641 Nais bretscheri water mite diet isolate 5124-BHL032417-GBD16782_26973-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTCCTTCTTAGT

AATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAT

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID LN810267, identified in GenBank as 

Nais bretscheri. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611642 Nais bretscheri water mite diet isolate 6342-BHL032417-GBD25940_7048-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCAC

AACCAGGATCATTCCTTAGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCATAG

TAATACCTGTATTTATTGGAGGATTCGGAAATTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAT

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID LN810267, identified in GenBank as 

Nais bretscheri. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611643 Nais bretscheri water mite diet isolate 11523-BHL101516-GBD18689_2626-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCAC

AACCAGGATCATTACTTGGAAGAGATCAATTTTATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTTTTCTTAG

TAATACCTGTATTAATTGGAGGATTTGGAAACCGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGA

TTAAATAATCTAAGATTTTGATTACTTCCACCATCATTAAGTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID LN810267, identified in GenBank as 

Nais bretscheri. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611644 Nais bretscheri water mite diet isolate 11585-BHL101516-GBD17819_21546-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTTACAGCACATGCATTCTTAATAATTTTCTTCCTAG

TAATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTACCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGA

TTAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID LN810267, identified in GenBank as 

Nais bretscheri. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611645 Nais bretscheri water mite diet isolate 11615-BHL101516-GBD17477_6714-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGCACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAT

TAAATAATCTAAGATTTTGATTACTACCACCATCACTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID LN810267, identified in GenBank as 

Nais bretscheri. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW611646 Nais bretscheri water mite diet isolate 11648-BHL101516-GBD21396_14936-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAATAAGATTACTAATTCGAATTGAACTCTCAC

AACCAGGATCATTCCTTGGAAGCGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTTTTCTTAG

TAATACCAATATTAATTGGAGGATTTGGAAACTGATTACTTCCACTAATACTAGGAGCTGCTGATATAGCATTCCCACGA

ATAAATAATCTAAGATTTTGATTACTGCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID LN810267, identified in GenBank as 

Nais bretscheri. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611647 Nais bretscheri water mite diet isolate 11691-BHL101516-GBD8610_9774-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACGCTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCCC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTTTTCTTAG

TAATACCTGTATTTATTGGAGGATTTGGAAACTGATTACTACCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGA

TTAAATAATCTAAGATTTTGATTACTTCCCCCATCACTAATTCTACTAATTTCATCTGCAGCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID LN810267, identified in GenBank as 

Nais bretscheri. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611648 Nais pseudobtusa water mite diet isolate 5026-BHL032417-GBD8949_4873-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTCGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAG

TAATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGA

TTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611649 Nais pseudobtusa water mite diet isolate 5217-BHL032417-GBD11043_17682-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAG

TAATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACCAACACTAGGTGCTGCTGATATAGCATTCCCACGA

TTAAATAATCTAAGATTCTGACTACTACCACCTTCACTAATCCTATTGGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611650 Nais pseudobtusa water mite diet isolate 11446-BHL101516-GBD4343_15756-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATATTTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACTAGATTACTTATTCGAATTGAACTATCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAG

TAATACCAGTATTTATTGGAGGATTCGGTAACTGACTGCTTCCACTAATACTAGGTGCTGCCGATATAGCATTCCCACGA

TTAAACAATCTTAGATTTTGACTTCTTCCACCATCATTAATTCTATTAATTTCTTCTGCCGCTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611651 Nais pseudobtusa water mite diet isolate 11478-BHL101516-GBD14481_8236-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATATTTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACTAGATTACTTATTCGAATTGAACTATCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACCCTTGTTACAGCACATGCATTCTTAATAATTTTCTTCTTAG

TAATACCAGTTTTTATTGGAGGATTTGGTAACTGACTGCTTCCACTAATACTAGGTGCTGCCGATATAGCATTCCCACGA

ATAAACAATCTAAGATTTTGACTACTACCGCCATCATTAATTCTATTAATATCTTCTGCCGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611652 Nais pseudobtusa water mite diet isolate 11560-BHL101516-GBD9948_14066-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATATCTAATTTTAGGCGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCAC

AACCAGGATCATTCCTTGGTAGAGATCACTTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCCTAG

TAATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGA

TTAAATAACCTAAGATTTTGACTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611653 Nais pseudobtusa water mite diet isolate 11607-BHL101516-GBD24498_24062-Lq81 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACTAGATTACTAATTCGAATTGAACTATCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAACACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAG

TAATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATGGCATTCCCACGA

CTAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611654 Nais pseudobtusa water mite diet isolate 11730-BHL101516-GBD8616_3789-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACAACCA

GGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTCAATAATTTTCTTCTTAGTAATA

CCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTCCTGATATAGCATTCCCACGATTAAAT

AATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCGGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611655 Nais pseudobtusa water mite diet isolate 11733-BHL101516-GBD13424_27355-Lq81 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCAC

AACCAGTATCATTCCTTGGAATAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

ACTACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCAACTAATACTAGGTGCTCCTGATATAGCATTCCCACGATT

AAACAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW611656 Nais sp. water mite diet isolate 5150-BHL032417-GBD9729_21631-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCGATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTATTACTAGGTGCTGCTGATATAGCATTCCTACGATT

AAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611657 Nais sp. water mite diet isolate 5158-BHL032417-GBD16072_14738-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATCTTAGGAGTTTGAACTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTCA

ACCAGGATCATTCCTAGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAT

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611658 Nais sp. water mite diet isolate 5164-BHL032417-GBD22817_5192-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTAGAATTGAACTCTCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAG

TAATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGA

TTAAATAATCTAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611659 Nais sp. water mite diet isolate 5198-BHL032417-GBD17213_23882-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAG

TAATACCTGTATTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAT

TAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID LN810267, identified in GenBank as 

Nais bretscheri. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611660 Nais sp. water mite diet isolate 5261-BHL032417-GBD19225_11724-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTCGGTGCCCGATCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACAA

CCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGTA

ATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGATT

AAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611661 Nais sp. water mite diet isolate 5377-BHL032417-GBD11440_17607-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTTGACCTAGATTACTAATTCGAATTGAACTCTCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATATTCTTGTAACAGCACATGCATTCTTAATAATTTTTTTCATAG

TAATACCTGTATTAATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGA

TTAAATAATCTAAGATTTTGATTACTTCCACCATCATTAACTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611662 Nais sp. water mite diet isolate 5475-BHL032417-GBD3458_18293-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACAACCA

GGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTATAACAGCACATGCATTCTTAATAATTTTCTTCTTAGTAATA

CCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTACTGATATAGCATTCCCACGATTAAAT

AATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611663 Nais sp. water mite diet isolate 5507-BHL032417-GBD14360_25378-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAG

TAATACCTGTATTTATTGGAGGATTCGGAAAATGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGA

TTAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611664 Nais sp. water mite diet isolate 11537-BHL101516-GBD17895_29041-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGATATGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611665 Nais sp. water mite diet isolate 11580-BHL101516-GBD18479_19182-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

AACAGGATCATTCTTAGGAGGAGATCAACTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGATTAGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAT

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW611666 Nais sp. water mite diet isolate 11604-BHL101516-GBD16006_5039-Lq81 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGAATACTAATTCGAATTGAACTCGCAC

AACCAGGATCATTCCTTGGAAGAGATCAAATATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAG

TAATACCTGTTTTTATTGGAGGATTCGGAAACTGATTACTTCCCCTAATACTAGGAGCTCCTGATATAGCATTCCCCCGAT

TAAATAATCTAAGATTTTGATTACTTCCCCCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611667 Neoptera sp. water mite diet isolate 2420-BHL072216-GBD21663_4326-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGTTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAAT

ATTAATCCGAGCGGAATTAGGTCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATG

CTTTTATTATAATTTTTTTTATAGTAATACCTATTCTAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGC

CCCTGGTATGGCTTTTCCTCGTGTAAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTAGAAGG

GCAGTTGAAAATGGAGCGGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID EU710809, identified in GenBank as 

Harpalus puncticeps. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611668 Neoptera sp. water mite diet isolate 5448-BHL032417-GBD3067_9465-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTGGCTTAGAAT

TTTAATTCGAGCAGAATTATGTCATGCGGGTTCTTTAATTGGAAATGATCAACTTTACAATGTAATTGTTACTGCTCATGC

TTTTGTAATAATTTTTTTTATAGTAATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCT

GCTGATATAGCATTCCCACGACTAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAG-

-CCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID EU877950, identified in GenBank as 

Sphaerius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611669 Neosilba sp. water mite diet isolate 12670-BHL040517-GBD8380_17757-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACTTCTTTAAGAATT

TTAATTCGAGCAGAACTAGGACACCCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGC

TTTTGTAATAATTTTTTTTATAGTGATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCC

CCTGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCAAGCACAA

TAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KR262649, identified in GenBank as 

Neosilba zadolicha. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW611670 Oligochaeta sp. water mite diet isolate 454-BHL040517-GBD5608_21761-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATCCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACGTAACAATTTAAGATTCTGACTACTACTACCCCCATCACTAATCCTATTAGTTTCTTCTGCT

GCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611671 Oligochaeta sp. water mite diet isolate 478-BHL040517-GBD19947_16344-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAAATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTCATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCT

GCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611672 Oligochaeta sp. water mite diet isolate 577-BHL040517-GBD20415_14741-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATCAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAACACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGTTTATACCAGTATTAATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCACACGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611673 Oligochaeta sp. water mite diet isolate 735-BHL072216-GBD20184_24333-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTCCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611674 Oligochaeta sp. water mite diet isolate 765-BHL040916-GBD3836_18928-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGTTAGAGATCAACTATCTAACTTCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

TATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAAGTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611675 Oligochaeta sp. water mite diet isolate 926-BHL100916-GBD11926_20446-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAACTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGGATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611676 Oligochaeta sp. water mite diet isolate 941-BHL100916-GBD27492_16258-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGTTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACGCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTAGTTATACCAGTATTTATTGGTGGATTTGGAAAGTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCCCCTTCACTAACCCTATTGGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611677 Oligochaeta sp. water mite diet isolate 1108-BHL110116-GBD23786_10878-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGCGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGCATTGAATTCTCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611678 Oligochaeta sp. water mite diet isolate 1118-BHL110116-GBD7779_13019-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAGTTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCCCTAACCTTACTAACATCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611679 Oligochaeta sp. water mite diet isolate 1128-BHL110116-GBD21010_25805-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTTGGTAGAGAACAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611680 Oligochaeta sp. water mite diet isolate 1133-BHL110116-GBD3661_16774-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTCGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGAGTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611681 Oligochaeta sp. water mite diet isolate 1137-BHL110116-GBD10434_14466-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633404, identified in GenBank as 

Slavina sp. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611682 Oligochaeta sp. water mite diet isolate 1143-BHL110116-GBD18517_9855-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAACATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCAG

CAGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611683 Oligochaeta sp. water mite diet isolate 1144-BHL110116-GBD21725_24045-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTTCTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCATAGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTAATGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAACTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611684 Oligochaeta sp. water mite diet isolate 1146-BHL110116-GBD11847_12798-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGCGTCTAGAATACTAATTCGAATTGAATTATCGCA

ACCAGGATCATTCATAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCATAATAATTTTCTTTCTTGT

AATACCAGTATTAAATGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611685 Oligochaeta sp. water mite diet isolate 1147-BHL110116-GBD8614_4197-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATACTTAGGAAGAAACAAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAAAACTTGTAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611686 Oligochaeta sp. water mite diet isolate 1149-BHL110116-GBD23562_22993-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAAATTAAGAAACTGACTACGACCACCATCTCTAAACTTACTAATTGCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611687 Oligochaeta sp. water mite diet isolate 1151-BHL110116-GBD10226_25722-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611688 Oligochaeta sp. water mite diet isolate 1156-BHL110116-GBD14218_27649-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTTTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCTTCTCTAAACTTACTAATTTCTAGTGCAACAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611689 Oligochaeta sp. water mite diet isolate 1160-BHL110116-GBD25363_10538-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATATTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGTGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTTGTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611690 Oligochaeta sp. water mite diet isolate 1161-BHL110116-GBD28642_17265-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCATTCCCACGA

CCAAATAATTTAAGAGTCTGACAACTTCCACCATCTCAAAGCTTACTAATTTCTTCTGCAGCAGTAGAAAAGGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611691 Oligochaeta sp. water mite diet isolate 1163-BHL110116-GBD10479_4594-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTCATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATGTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCAGCCCTAAACTTACTAAGTA-

CTTCTGCAGCAGTAGAAAACGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.7% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611692 Oligochaeta sp. water mite diet isolate 1165-BHL110116-GBD15717_15706-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCACCAGATATAGCCTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCAGCTCTAAACTTACGAATATCTT

CGGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611693 Oligochaeta sp. water mite diet isolate 1166-BHL110116-GBD8433_15621-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTCTCCCACGA

CTAAATAATTTAAGATTCTGACTCCTACCACCATCTCAAATCTGACGAAGTTCTTCTGCAGCAGTAGAAAATGGAGCGGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611694 Oligochaeta sp. water mite diet isolate 1169-BHL110116-GBD27560_12957-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCATCTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

GAAATAATATAAGAATCTGACTACTACCACCATCTCTAATCTTACTAATTGCTTCTGCAGCAGTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611695 Oligochaeta sp. water mite diet isolate 1173-BHL110116-GBD11235_20371-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTCATTTTAGGAGTCTGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACCTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

GCAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611696 Oligochaeta sp. water mite diet isolate 1180-BHL110116-GBD23884_24325-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTTTGAGCAGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTTGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611697 Oligochaeta sp. water mite diet isolate 1188-BHL110116-GBD26647_17061-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTTATAATAATTTTTTTTCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTTCTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 87.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611698 Oligochaeta sp. water mite diet isolate 1191-BHL110116-GBD14468_12071-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGCATGAGCAGGAATAATTGGAACTGGGTTTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTT

CTGCAGCAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611699 Oligochaeta sp. water mite diet isolate 1194-BHL110116-GBD22563_6751-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCGCTAACCATACAAAATTCTTCTGCAGCAGTAAAAAATGGAGCTGG

AGCAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611700 Oligochaeta sp. water mite diet isolate 1196-BHL110116-GBD7393_13269-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAGTACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTA-

TTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611701 Oligochaeta sp. water mite diet isolate 1199-BHL110116-GBD17697_27770-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCATTGTTACTGCTCATGCATTTTTAATAATTTTCTTTCTAGT

AATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611702 Oligochaeta sp. water mite diet isolate 1200-BHL110116-GBD19807_21628-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTGAGGAGTATGAGCAGGAATAATGGGAACAGGGACTAGAATACTTATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACTCTCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCATG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611703 Oligochaeta sp. water mite diet isolate 1202-BHL110116-GBD24268_6015-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGAACATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCTCATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCCCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAGAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611704 Oligochaeta sp. water mite diet isolate 1212-BHL110116-GBD25913_7929-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTGGTTACTGCACATGCATTCTTAATAGTTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGACTAGTACCACTAATACTTGGAGCACCAGATATGGCTTTCCCACGAC

AAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611705 Oligochaeta sp. water mite diet isolate 1220-BHL110116-GBD25995_10688-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCTTTCTTAATAATTTTCTTTATTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW611706 Oligochaeta sp. water mite diet isolate 1221-BHL110116-GBD24608_14235-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACCTAATCTTCGGAGTATGAGCAGGAATAATTGGAACCGGTACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACAACCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611707 Oligochaeta sp. water mite diet isolate 1226-BHL110116-GBD21850_26702-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGGGATCAATTATATAAAACCCTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTATTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCCCCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611708 Oligochaeta sp. water mite diet isolate 1240-BHL110116-GBD10598_4617-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTCGGAGTATGATCAGGAATAATTGGAACAGGGACTAG

AGTACTAATTCGAATTGAATTATCACAACCAGGATCGTTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCAC

ACGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTACTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611709 Oligochaeta sp. water mite diet isolate 1242-BHL110116-GBD13921_27296-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGGGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTATTACCACTAATACTTGGAGCTCCAGATATTGCTTTCCCACGAC

TAAATAATTTAATATTCTGACTACTACCACCATCTCTAAACTTGCAAAATTCTTCTGCAGCAGGAGAAAATAGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611710 Oligochaeta sp. water mite diet isolate 1245-BHL110116-GBD24286_20561-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATATTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGTTCTAGA

ATACTAATTCGAATTGAATTATCACAGCCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611711 Oligochaeta sp. water mite diet isolate 1246-BHL110116-GBD13306_15796-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CCCAATAATATAAGATTCTGACTACTACCAACATCTCGAATCTTACTAAGTACTTCTGCAGCAGTACAAAACGGAGCTAG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611712 Oligochaeta sp. water mite diet isolate 1269-BHL110116-GBD28017_8726-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGTAACAGGTTCTAAAATACTAATTCGGATTGAATTATCACA

ACCTGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTTTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611713 Oligochaeta sp. water mite diet isolate 1271-BHL110116-GBD18280_2332-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATGCGAATTGAATTAACA

CAACCAGTATCAATCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTT

GTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGATCTCCAGATATGGCTTTCCCACG

ACTAAATAATTTAAGATTCTGACTACTACCCCCATCTCTAATCTTGCTAATTTCTTCTGCAGCAGTAGAAAATGGCGCTGG

ACCAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611714 Oligochaeta sp. water mite diet isolate 1275-BHL110116-GBD18230_19358-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTCTGAGCAGGAATAATTGGAACTGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGAACATTCTTAGGAAAAGATCAACTATATAACATCCTAGTTACTGCAC

ACGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTCCCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTACTTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611715 Oligochaeta sp. water mite diet isolate 1277-BHL110116-GBD17654_28582-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

GACCAGGATCATTCTTAGGTAGAGATCAACTATATAACACCCTTGTTACTGCTCATGCTTTCTTAATAATTTTTTTCCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAAGGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611716 Oligochaeta sp. water mite diet isolate 1281-BHL110116-GBD26644_23125-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATACTTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AATCAGGATCATTCTTACGAAAAGATCAACTATATAACACCCTAGGTACTGCACATGCATTCTTAATACTTTTCTTTCTTG

TACTACCAGTATTTATGGGAGGAATTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGAATCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611717 Oligochaeta sp. water mite diet isolate 1285-BHL110116-GBD17614_23884-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGCATGAGCAGGAATAATTGGAACTGCGTCTAGAATACTTATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAATACCCTAGTTACTGCACATGCATTTTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTCCCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611718 Oligochaeta sp. water mite diet isolate 1287-BHL110116-GBD10225_10607-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGCATGAGCAGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCTGATATGGCTTTCCCACGAC

TAAATAATATAAGATCCTGACTACTACCCCCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611719 Oligochaeta sp. water mite diet isolate 1292-BHL110116-GBD21432_25616-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACATGGT-

CTAGAATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCATAGTTACT

GCACATGCATTCGTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATA

TTTGGAGCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATT

TCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611720 Oligochaeta sp. water mite diet isolate 1295-BHL110116-GBD28024_22002-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGTATAATTGGAACAGGGTTTAGAATAC

TAATTCGAATTGAATTATGACAACCAGGATCATTCATAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCA

TTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGACTAGTACCACTAATACTTGGAGCT

CCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID KF021247, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611721 Oligochaeta sp. water mite diet isolate 1297-BHL110116-GBD15008_19287-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGGAACTGATTAGTACCACTAATACTTGGAGCTCCTGATATAGCTTTTCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611722 Oligochaeta sp. water mite diet isolate 1308-BHL110116-GBD16110_25545-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTCTTGTAATACCAGTATTTATTGGGGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCATTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTA

CTGCAACAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611723 Oligochaeta sp. water mite diet isolate 1314-BHL110116-GBD7671_6191-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACTGCGACTAGAATACTTATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCACCAGATATGGCTTTCCCACGACTAAA

TAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 86.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611724 Oligochaeta sp. water mite diet isolate 1319-BHL110116-GBD4154_17081-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAATTTGTTCTAGAATACTAATTCGAATTGAATTATCACAA

CCAGGATCATTATTAGGAAGAGATCAACTATATAACACACTAGTTACTGCTCATGCATTCTTAATAATTTTCTTTCTTGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAAT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGAAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611725 Oligochaeta sp. water mite diet isolate 1322-BHL110116-GBD22622_20353-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTTTATACTTTATTTTTGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAGAATAC

TAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCA

TTTTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTC

CAGATATAGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAG

CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW611726 Oligochaeta sp. water mite diet isolate 1330-BHL110116-GBD18021_23361-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTGGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTGATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611727 Oligochaeta sp. water mite diet isolate 1333-BHL110116-GBD23531_22294-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCCGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TAATACCAGTAGTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTATCCCACGA

CAAAATAATTTAAGATTCAGACTACGACCACCAACTCTAATCTTACAAAAATCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611728 Oligochaeta sp. water mite diet isolate 1345-BHL110116-GBD24671_20457-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTTGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAG

AATATTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAGCACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611729 Oligochaeta sp. water mite diet isolate 1351-BHL110116-GBD10192_27969-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGCACTGGGTCTAGAATACTAATTCGAGTTGAATTATCACA

CCCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGGAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611730 Oligochaeta sp. water mite diet isolate 1352-BHL110116-GBD6563_4928-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATATTTTATTTTTGGAGTATGAGCAGGAATAATTGGAACAGCGACTAGA

ATACTAATTCGAATTGAATTAGCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTTTTTCTAGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATCCTGACTACTACCACCATCACTAACCTTACTAATTTCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611731 Oligochaeta sp. water mite diet isolate 1354-BHL110116-GBD8877_10073-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTGTATACTTTATTTTAGGAGTATGATCAGGAATAATGGGAACTTCGTCTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGTGATCAACTATATAACACCCTAGTTACTGCACAT

GCATTCTTAATAATTTTTTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTG

CAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG422806, identified in GenBank 

as Slavina appendiculata. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611732 Oligochaeta sp. water mite diet isolate 1355-BHL110116-GBD17563_14726-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAGTTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCCTTCCCACGA

CTAAATAATATAAGATCCTGACTACTACCACCATCACTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611733 Oligochaeta sp. water mite diet isolate 1360-BHL110116-GBD27414_9643-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611734 Oligochaeta sp. water mite diet isolate 1363-BHL110116-GBD8483_7388-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGGGCTTGAGCAGGAATAATTGGAACTTGAATTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATCCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611735 Oligochaeta sp. water mite diet isolate 1367-BHL110116-GBD11871_23316-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTCGGAGTATGAGCAGGAATAATTGGAACAGGTACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGTAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTCCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGACATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW611736 Oligochaeta sp. water mite diet isolate 1368-BHL110116-GBD25361_7001-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGAATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTGG

TAATACCAGTATTTATTGGAGGATTTTGAAACTGATTAGTACCACTAATACTTGGAGCTCCACATATGGCTTTCCCACGA

CTAAAAAATTTAAGATTCTGACTATTACCAGCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611737 Oligochaeta sp. water mite diet isolate 1380-BHL110116-GBD26795_13914-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACACTATACTTAATTTTAGGAGGATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAAATCGAATAGAATTATCACAACCAGGATCACTCTTAGGAAGAGATCGACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGCAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACAAAATAAATTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCCTC

TGCAGCAGTAGAAAATCGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG422806, identified in GenBank 

as Slavina appendiculata. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611738 Oligochaeta sp. water mite diet isolate 1386-BHL110116-GBD7908_7912-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGT-

CTAGAATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGTAAGAGATCAACTATATAACACCCTAGTTACT

GCACATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATCGGAGGATTTGGAAACTGATTAGTACCACTAATA

CTTGGAGCTCCAGAGATGGCTTTCCCACGACTAAATAATATAAGATCCTGACTACTACCACCATCTCTAACCTTACTAATA

TCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611739 Oligochaeta sp. water mite diet isolate 1387-BHL110116-GBD8898_25993-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCGACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

AAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 84.1% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611740 Oligochaeta sp. water mite diet isolate 1390-BHL110116-GBD14427_25370-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATATTTTATTTTCGGAGCCTGAGCAGGAATAATTGGAACTGGGTCTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATATTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611741 Oligochaeta sp. water mite diet isolate 1391-BHL110116-GBD4984_7048-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACAGCGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGACCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTATTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATCCTGACTACTACCACCATCACTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611742 Oligochaeta sp. water mite diet isolate 1396-BHL110116-GBD22518_19496-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGCGTCTAG

AATATTAATTCGAATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCGTAATAATTTTCTTTATTGCAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611743 Oligochaeta sp. water mite diet isolate 1397-BHL110116-GBD19375_15826-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTCATTTTAGGAGCATGAGCAGGAATAATTGGAACTGGGATTAGAATATTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGAGATCAACTATATAACATCCTTGTTACTGCACATGCATTTTTAATAATTTTCTTTCTTGTAATAC

CAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACTAAAT

AATATAAGATTCTGACTACTACCACCATCTCTAATCTGACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611744 Oligochaeta sp. water mite diet isolate 1398-BHL110116-GBD13597_13206-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATATTTAATTTTAGGAGTATGAGCAGGAATAATTGGGACAGGGTTTAGAATA

CTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGC

ATTTTTAATAATTTTCTTTATTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGC

TCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611745 Oligochaeta sp. water mite diet isolate 1401-BHL110116-GBD2452_13421-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGTACTAGAATACTAATTCGAACTGAATTATGACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCTTTCTTAATAATTTTTTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW611746 Oligochaeta sp. water mite diet isolate 1406-BHL110116-GBD10478_14660-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTCTGAGCAGGAATAATTGGAACATGGTTTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCACTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCGTAATAATTTTCTTTATTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAAGTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611747 Oligochaeta sp. water mite diet isolate 1408-BHL110116-GBD15795_21952-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTCGGAGTATGAGCAGGAATAATTGGAACTGGGTTTAGAATACTTATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAAAGATCAACTATATAACATCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTTTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CGGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611748 Oligochaeta sp. water mite diet isolate 1411-BHL110116-GBD7834_11698-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGCCACTCTATACTTAATTTTAGGGATATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAAAATAAGATCCTGACTACCACCACCATCACTAATCTTACGAAAATCT

TCTGCAGCAGTAGAAAAAGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611749 Oligochaeta sp. water mite diet isolate 1412-BHL110116-GBD25306_7237-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCCGGATCATTCCTAGGAAGAGATCAAATATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTCCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATCCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611750 Oligochaeta sp. water mite diet isolate 1413-BHL110116-GBD15431_21703-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCATTCCCACGA

CTAAATAAAAAAAGATACTGAATACGACCACCATCGCTAAACTTACAGATTTCTTCTGCAGCAGTAGAAAATGGAGCTG

GAACAG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611751 Oligochaeta sp. water mite diet isolate 1428-BHL110116-GBD26607_8508-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAGCAGGGACTAGAATA

CTAATTCGAATTGAATTAAGACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACCCCCTAGTTACTGCACATGC

ATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGC

TCCAGATATGGCTTCCCCACGACCAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGC

AGCAGTAGAAAATAGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611752 Oligochaeta sp. water mite diet isolate 1441-BHL110116-GBD9860_9997-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCTGATATAGCTTTTCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611753 Oligochaeta sp. water mite diet isolate 1443-BHL110116-GBD4086_15652-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAAATATATAACACCCTAGTTACTGCACATGCTTTCATAATAATTTTCTTTCTTG

TAATACCAGTCTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCCTTCCCACGA

CTAAATAATATAAGATTCTGAATACTACCACCATCTCTAACATTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611754 Oligochaeta sp. water mite diet isolate 1446-BHL110116-GBD9378_24686-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGCATTGAATTATCACC

ACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGATACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAATTTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATATTTGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611755 Oligochaeta sp. water mite diet isolate 1449-BHL110116-GBD24905_15546-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATATTTAATTTTAGGAGTTTGAGCAGGAATAATTGGTACAGGTACTAGA

ATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCCCA

CGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAGTTTCTTCTG

CAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611756 Oligochaeta sp. water mite diet isolate 1450-BHL110116-GBD6380_15468-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGACTTGAATTATCACA

ACCAGGACCATTCTTAGGAAGAGATCAACTATATAACACCCTATTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCACCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611757 Oligochaeta sp. water mite diet isolate 1453-BHL110116-GBD24853_8937-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAGTTTTAGGAGTATGAGCAGGAATAATTGTAACAGGGACTGGAATACTAATTCGAATTGATTTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATCAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAAATTAAGATTCTGACTACTATCACCATCTCTAAACTTACTAATTTCTTCTGCAGCAGTAGAAAATGGCGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611758 Oligochaeta sp. water mite diet isolate 1454-BHL110116-GBD16118_12328-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAGGAGCCCCAGATATGGCATTCCCACGAT

TAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611759 Oligochaeta sp. water mite diet isolate 1455-BHL110116-GBD3892_19642-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACATTGACTAGAATACTAATTCGGATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAAAACCCTAGTTACTTCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAGACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611760 Oligochaeta sp. water mite diet isolate 1456-BHL110116-GBD6603_14575-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCCGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCCGGATCATTCTTCGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTA

ATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611761 Oligochaeta sp. water mite diet isolate 1458-BHL110116-GBD9295_6315-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGCATGATCAGGAATAATTGGAACTCGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGTGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTA

AAACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTGTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611762 Oligochaeta sp. water mite diet isolate 1464-BHL110116-GBD2224_14571-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTCATTTTAGGAGTATGAGCAGGAATAATTGGAACTGCTCCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCTTTTTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611763 Oligochaeta sp. water mite diet isolate 1467-BHL110116-GBD18189_11291-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTTTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCATAGGAAGAGATCAACTATATAACATCCTTGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCATCAGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611764 Oligochaeta sp. water mite diet isolate 1468-BHL110116-GBD23852_24885-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTTGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACA

TGCATTTGTAATAATTTTCTTTCTAGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTACT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611765 Oligochaeta sp. water mite diet isolate 1472-BHL110116-GBD2726_13934-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATTTTCGGAGCATGATCAGGAATAATTGGAACATGGT-

CTAGAATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACT

GCACATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATA

CTTGGAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATT

TCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW611766 Oligochaeta sp. water mite diet isolate 1473-BHL110116-GBD26816_15068-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTCTATACTTAATTTTAGGAGTATGAGCAGGAATAGTTGGAACAGGGCCTAGAATACTAATTCGAATTGAATTATCACAA

CCAGGATCATTCATAGGAAGAGATCAAATATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611767 Oligochaeta sp. water mite diet isolate 1475-BHL110116-GBD18547_26173-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATCTGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCT-

CAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611768 Oligochaeta sp. water mite diet isolate 1478-BHL110116-GBD25970_10820-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTCGGAGTATGAGCAGGAATAATTGGAACTGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTTTTAATAATTTTTTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611769 Oligochaeta sp. water mite diet isolate 1480-BHL110116-GBD23997_24738-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGCGCAGGATTAATTGGAACAGGGCCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGAGATGGCTTTCCCACGAC

TAAAAAATTTAAGAAACTGACTACGACCACCATCTCTAATCGTACTAATGGCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611770 Oligochaeta sp. water mite diet isolate 1482-BHL110116-GBD26848_20102-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACATCATCCTTGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAG

ACTACTAATTCGAATAGAACTAGCTCAACCAGGATCATTTCTAGGCAGAGATCAACTATATAACACTCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAAATTAAGATTCTGACTACTACCACCATCTCTAATCTTACGAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID MG423030, identified in GenBank 

as Dero obtusa. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611771 Oligochaeta sp. water mite diet isolate 1484-BHL110116-GBD25718_19374-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGTAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTATCTTA-

TAATACCAGTAATTATTGGAGGATTTGGAAACTGATTAGTAACACTAATACTTGGAGCTCCAGATATGGCTGCCCCACGC

CAAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTGCTAATTTCTTCTGCAGCAGTAGAAAGTGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611772 Oligochaeta sp. water mite diet isolate 1485-BHL110116-GBD10060_5845-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATGCTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAGCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTGGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611773 Oligochaeta sp. water mite diet isolate 1486-BHL110116-GBD26484_17305-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCCATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAA

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CGAAAAAAATTAAGAATCTGACTACGACCACCATCTCTAAACTGACAAATTTCTTCTGCAGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611774 Oligochaeta sp. water mite diet isolate 1487-BHL110116-GBD25348_7273-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGT-

CTAGAATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATCCTAGTTACT

GCACATGCATTCGTAATGATTTTCTTTCTAGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATA

CTTGGAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATA

TCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611775 Oligochaeta sp. water mite diet isolate 1489-BHL110116-GBD29256_17279-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTCTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATGGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGATCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCAACGCTAAGCGGACGAAGGGCGGCGGCAGCAGGAGAAAAGGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611776 Oligochaeta sp. water mite diet isolate 1490-BHL110116-GBD18785_10038-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTCTGAGCAGGAATAATTGGAACTGCGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACCAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTG

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611777 Oligochaeta sp. water mite diet isolate 1491-BHL110116-GBD10155_8090-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACATGTACTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTTTTTCTTGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGACATGGCTTTCCCACGACTAAATAACATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611778 Oligochaeta sp. water mite diet isolate 1492-BHL110116-GBD9046_8697-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTGTACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCATAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCGTAATAATTTTTCTTCTT-

GTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACG

AATAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611779 Oligochaeta sp. water mite diet isolate 1493-BHL110116-GBD8765_18076-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATATTTAATTTTAGGAGTTTGAGCAGGAATAATTGGTACAGGTACTAGAATATTAATTCGAATTGAATTATCTCA

ACCAGGGTCATTCCTAGGAAGGGACCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611780 Oligochaeta sp. water mite diet isolate 1495-BHL110116-GBD11635_6333-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCCCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611781 Oligochaeta sp. water mite diet isolate 1496-BHL110116-GBD8800_9960-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATTTTAGGAGTATGATCAGGAATAATTGGAACTGGCTCTAGAATACTAATTCGAATTGAATTATCACAA

CCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611782 Oligochaeta sp. water mite diet isolate 1497-BHL110116-GBD8112_6441-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTACTAGAATACTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGAGATCAACTATATAACATCCTTGTTACTGCACATGCATTCTTAATAATTTTTTTTATTGTAATAC

CAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAATAAAT

AATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611783 Oligochaeta sp. water mite diet isolate 1499-BHL110116-GBD11262_8428-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATACTTAATTTTTGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTTGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGACTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCCCCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611784 Oligochaeta sp. water mite diet isolate 1504-BHL110116-GBD9844_23838-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATGCTTAATTTTAGGAGTATGAGCCGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCATAGGAAAAGATCAACTATATAATACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTCCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611785 Oligochaeta sp. water mite diet isolate 1506-BHL110116-GBD12825_4927-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAGTCTATACGTAATTTTAGAAGTATGAGAAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTCAAGATTCTGACCACTACCACCATCTCCAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATCGAGCTGGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 84.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611786 Oligochaeta sp. water mite diet isolate 1509-BHL110116-GBD20177_3589-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGCCTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611787 Oligochaeta sp. water mite diet isolate 1510-BHL110116-GBD20510_2768-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACATCTACTAGAATACTAATTCGAATTGAATTATCACAA

CCAGGATCATTCTTAGGAAGAGATCAAATATATAACACAATTGTTACTGCACATGCATTCTTAATAATTTTCTTTATTGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611788 Oligochaeta sp. water mite diet isolate 1511-BHL110116-GBD9857_26632-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAGCAGGGACTAGAATACGAATTCGAATTGAATTATCACAACCAG

GAGCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACTTGCATTCTTAATAATTTTCTTTCTTGTAATAC

CAGTATTTCTTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGCCTAAAT

AATTTAAGATTCTGACTACTCCCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGCGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633404, identified in GenBank as 

Slavina sp. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611789 Oligochaeta sp. water mite diet isolate 1512-BHL110116-GBD22306_13453-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATATTTTATTTTAGGAGTATGAGCAGGAGTAATTGGAACAGGGTCTAGAATA

CTAATTCGAATTGAATTATCACAAACAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGC

ATTCTTAATAATTTTCTTTATTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGC

TCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTTCTGCA

GCAGCAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611790 Oligochaeta sp. water mite diet isolate 1513-BHL110116-GBD17964_20349-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAGTTGAATTATCACA

ACCAGGAACATTCTTAGGAAATGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611791 Oligochaeta sp. water mite diet isolate 1514-BHL110116-GBD16754_22193-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGATCAGAAATAGTTGGAACATCGTCTAGA

ATACTTATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACAT

GCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTG

CAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611792 Oligochaeta sp. water mite diet isolate 1516-BHL110116-GBD2450_15993-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTTTGAGCAGGAATAATTGGAACTTGTTTTAGAATAC

TAATTCGAATTGAATTAGCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTTGTTACTGCACATGCA

TTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCT

CCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611793 Oligochaeta sp. water mite diet isolate 1519-BHL110116-GBD10891_19189-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCAGTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATCTAAGATTCTGACCACGACCCCCATCTTCAACCTTACAAAAATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 86.6% 

identical to accession ID MG422806, identified in GenBank 

as Slavina appendiculata. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611794 Oligochaeta sp. water mite diet isolate 1520-BHL110116-GBD11338_13126-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACAGGGTCTAGA

ATACTAATTCGAATTGAATTATCACGATCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTTTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATACAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611795 Oligochaeta sp. water mite diet isolate 1521-BHL110116-GBD8862_25916-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTCGGAGCATGATCAGGAATAATTGGAACATGCTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTATTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCCCGAA

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 84.1% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611796 Oligochaeta sp. water mite diet isolate 1527-BHL110116-GBD18926_23494-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTATGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGAATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATTC

TTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGACTTGTACCACTAATACTTGGAGCTCCA

GATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611797 Oligochaeta sp. water mite diet isolate 1530-BHL110116-GBD28287_10045-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACATCATAGTTACTGCACATGCATTCTTAATAATTTTCTTTATAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCCCCAGATATGGCATTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611798 Oligochaeta sp. water mite diet isolate 1531-BHL110116-GBD14397_13324-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTTTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTTTAGAAT

ACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACATCCTTGTTACTGCACATGC

ATTCTTAATAATTTTCTTTCTTGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGC

TCCTGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTGCTACCACCATCTCTAACCTTACTAATATCTTCTGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.4% 

identical to accession ID KU728850, identified in GenBank 

as Enchytraeus albidus. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611799 Oligochaeta sp. water mite diet isolate 1532-BHL110116-GBD2225_17531-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACATGGT-

CTAGAATACTAATTCGAATTGAATTATCACAACCCGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACT

GCACATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCCCTAATA

CTTGGAGCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATT

TCTTCTGCAGCAGTAGAAGATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611800 Oligochaeta sp. water mite diet isolate 1533-BHL110116-GBD18623_13528-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACAGCGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGT

AATACCAGTATTAATTGGAGGAGCTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTAGTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611801 Oligochaeta sp. water mite diet isolate 1534-BHL110116-GBD23691_9775-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTCGGAGTATGATCAGGAATAATTGGAACATCGT-

CTAGTATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTTGGAAGAGATCAACTCTATAACACCCTAGTTACTG

CACATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACT

TGGAGCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATC

TTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611802 Oligochaeta sp. water mite diet isolate 1538-BHL110116-GBD20266_10252-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGTTTTCCCACGACTAAATAATTTAAGATTCTGACTTCTACCACCATCACTAATTCTATTAGTATCAT

CCGCAGCAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611803 Oligochaeta sp. water mite diet isolate 1539-BHL110116-GBD27071_18985-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATATTTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTTTTAATAATTTTCTTTCTAG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCCCCATCACTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611804 Oligochaeta sp. water mite diet isolate 1540-BHL110116-GBD24337_14732-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCGACAAATCATAAAGATATTGGCACTCTATACTTCATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACAGCAC

ATGCATTCTTAATAATTTTCTTCCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID MK047674, identified in GenBank 

as Nais communis. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611805 Oligochaeta sp. water mite diet isolate 1542-BHL110116-GBD26592_12301-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGCTACTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCATAGGAAGAGATCTACTATATAACACCCTTGTTACTGCACAT

GCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611806 Oligochaeta sp. water mite diet isolate 1543-BHL110116-GBD13345_1878-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGACTAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGAGTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCACTAAACTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611807 Oligochaeta sp. water mite diet isolate 1544-BHL110116-GBD25939_6816-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACT

AATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCAT

TCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAATTGATTTGTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTTTGACTACTACCACCTTCACTAATCTTATTAGTTTCTTCTGCAGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611808 Oligochaeta sp. water mite diet isolate 1547-BHL110116-GBD15312_11977-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGCATGAGCAGGAATAATTGGAACATGGCTTAGAATATTAATTCGAATTGAATTATGACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACAGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611809 Oligochaeta sp. water mite diet isolate 1548-BHL110116-GBD23415_26954-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCATAGGAAGAGATCAACTATATAATATCCTAGTTACTGCACATGCATTTATAATAATTTTTTTTCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCATTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611810 Oligochaeta sp. water mite diet isolate 1549-BHL110116-GBD21747_7677-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACTGGTCCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCATAGTTACTGCACATGCACTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGGC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611811 Oligochaeta sp. water mite diet isolate 1554-BHL110116-GBD3729_14504-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGGACTAGAATACTA

ATTCTGATTGAATTATCTCAACCAGGATCATTCTTAGGAAGAGATCAACTATATAATACCCTAGTTACTGCACATGCATTC

TTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCA

GATATGGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCACTAATCTTACTAATTTCTTCTGCAGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611812 Oligochaeta sp. water mite diet isolate 1555-BHL110116-GBD5303_8472-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTCGGAGTATGAGCAGGAATAGTTGGAACTGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTCATAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTTCCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTT

CTGCAGCAGAAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611813 Oligochaeta sp. water mite diet isolate 1556-BHL110116-GBD12663_11521-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTG

TAATACCAGTAATTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCCCTAACCTTACTAACATCTGCTGCAGCAGCAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611814 Oligochaeta sp. water mite diet isolate 1558-BHL110116-GBD19543_10664-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGTACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCCCATGCATTCTTAATAATTTTTTTTCTAG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGCTCCAGACATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCCCCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611815 Oligochaeta sp. water mite diet isolate 1559-BHL110116-GBD7483_10127-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCT-

CAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611816 Oligochaeta sp. water mite diet isolate 1560-BHL110116-GBD19126_24246-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTATGAGCTGGAATAATTGGAACAGGGACTAGAATATT

AATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCAT

TCTTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTACTACCTCTAATACTTGGAGCAC

CAGATATAGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAGTTTCTTCTGCAGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611817 Oligochaeta sp. water mite diet isolate 1561-BHL110116-GBD12485_8189-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACTGCGTCTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGTGATCAACTATATAACATCCTAGTTACTGCACAT

GCTTTCATTATAATTTTCTTTCTAGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTACT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611818 Oligochaeta sp. water mite diet isolate 1562-BHL110116-GBD17072_4006-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAAGAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCATTATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCATTATTTATGGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGATCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCCCCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGCGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 85.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611819 Oligochaeta sp. water mite diet isolate 1563-BHL110116-GBD18148_17635-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATACTTTATTTTAGGAGCATGATCAGGAATAATTGGAACTTGTTCTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATCCTAGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTTG

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611820 Oligochaeta sp. water mite diet isolate 1564-BHL110116-GBD11219_15932-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGTATGAGCAGGAATAATTGGAACAGCGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCATAATAATTTTTTTTCTAGT

AATACCAGTATTGATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633404, identified in GenBank as 

Slavina sp. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611821 Oligochaeta sp. water mite diet isolate 1566-BHL110116-GBD21302_2600-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTTTGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCCTTGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACAACTACCACCATCTCTAATCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611822 Oligochaeta sp. water mite diet isolate 1567-BHL110116-GBD7887_13830-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATATT

AATTCGGATTGAATTATCTCAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTTTCTTGTTATACCAGTATTTATTGGAGGATTTGGAAACTGACTACTACCTCTAATACTTGGAGCAC

CAGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCCTAATAGTTTCTTCTGCAG

CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611823 Oligochaeta sp. water mite diet isolate 1568-BHL110116-GBD14183_24718-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCCTTCTTAGGAAGAGATCAACTATATAACGGCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTATTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611824 Oligochaeta sp. water mite diet isolate 1569-BHL110116-GBD4246_20762-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACCCTAGTTACTGCACATGCATT

CCTAATAATTTTCTTTCTTGTTATACCAGTATTTATTGGAGGATTTGGAAACTGACTACTACCACTAATACTTGGAGCACC

AGATATGGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCCTACTAATTTCTTCTGCAGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611825 Oligochaeta sp. water mite diet isolate 1570-BHL110116-GBD22152_16328-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAAATTTATAACATCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCCCCATCTCTAATCTTACTAATTTCTTCTGCATCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611826 Oligochaeta sp. water mite diet isolate 1571-BHL110116-GBD17710_5268-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTCTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGATCTCCAGATATGGCTTTCCCACGC

CTTAATAATTTAAGATTCTGACTACTCCCCCCATCTCTAATCTTGCTAATTTCTTCTGCAGCAGTAGAAAATGGCGCTGGC

ACAG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611827 Oligochaeta sp. water mite diet isolate 1572-BHL110116-GBD19952_23182-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATATTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAAATATATAATATCCTAGTTACTGCACAT

GCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCTCCAGATATGGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611828 Oligochaeta sp. water mite diet isolate 1573-BHL110116-GBD22321_25030-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCGTAATAATTTTCTTTATTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCATCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611829 Oligochaeta sp. water mite diet isolate 1574-BHL110116-GBD19095_3684-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACATGGT-

CTAGAATACTAATTCGAATTGAATTATCACAACCAGGATCAATCTTAGGAAAAGATCAAATATATAACACACTAGTTACT

GCACATGCATTTTTAATAATTTTCTTTCTTGTAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATA

CTTGGAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCCCCATCACTAACCTTACTAATA

TCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611830 Oligochaeta sp. water mite diet isolate 1576-BHL110116-GBD9662_23945-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTCATTTTCGGAGTATGAGCAGGAATAATTGGAACTGGGCTTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCCCCAGATATAGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAACTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611831 Oligochaeta sp. water mite diet isolate 1577-BHL110116-GBD15812_21120-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGTTCTAGA

ATACTAATTCGAATTGAATTATCACACCCAGGCTCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACAT

GCATTCTTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCTCCAGATATAGCTTTCCCGCGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611832 Oligochaeta sp. water mite diet isolate 1578-BHL110116-GBD5534_9016-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTCATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAG

AATACTAATTCGAATTAAATTATCACAACCAGGATCATCTATAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611833 Oligochaeta sp. water mite diet isolate 1580-BHL110116-GBD21144_7345-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGCACATGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATACCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611834 Oligochaeta sp. water mite diet isolate 1581-BHL110116-GBD16561_16213-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTTCGTTTAGAATACTAATTCGAATTGAATTATCACAA

CCAGGGTCATTCTTAGGAAAAGATCAAATATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCATTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611835 Oligochaeta sp. water mite diet isolate 1582-BHL110116-GBD25826_22649-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGATATCAAATATATAAAACCCTAGTTACTGCACATGGATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTGCCCACGAC

TAAATAATTTAAGAATCTGAACACTACCCCCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW611836 Oligochaeta sp. water mite diet isolate 1584-BHL110116-GBD27425_20744-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATTGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTATTAGGAAAAGATCAACTTTATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTATTG

TAATACCAGTATTTATTGGAGGATTTGGAAAATGATTAGTACCACTAATACTTGGAGCTCCAGAAATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCCCCATCACTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611837 Oligochaeta sp. water mite diet isolate 1585-BHL110116-GBD28291_16970-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGCCTAGAATATTAATTCGAATTGAATTATCACA

ACCAGGATCATTCATAGGAAGAGATCAACTTTATAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTTCCACCATCTCTAATCTTACTAATCTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611838 Oligochaeta sp. water mite diet isolate 1587-BHL110116-GBD9544_3239-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCATAGGAAATGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTTATAATTTTTTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGACTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAACATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGCAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611839 Oligochaeta sp. water mite diet isolate 1591-BHL110116-GBD20315_25450-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTCAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTACTACCACTAATACTTGGAGCCCCAGATATGGCATTCCCACGAT

TAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611840 Oligochaeta sp. water mite diet isolate 1593-BHL110116-GBD19712_18198-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGTTCTAGAATACTAATTCGAATTGAATTATTACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCTTTCTTAATAATTTTCTTCATTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTAGTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611841 Oligochaeta sp. water mite diet isolate 1594-BHL110116-GBD6541_19903-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTCGGAGCATGAGCAGGAATAATTGGAACAGGGTCTAG

AATACTAATTCGAATTGAATTATCACACCCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTATTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAACATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTT

CAGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611842 Oligochaeta sp. water mite diet isolate 1596-BHL110116-GBD25166_11285-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAGAATATTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTATTACCACTAATACTTGGAGCTCCAGATATGGCATTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCGTCTCTAAACTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611843 Oligochaeta sp. water mite diet isolate 1597-BHL110116-GBD16492_11346-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAA

TACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACAT

GCATTCTTAATAATTTTATTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCTCCAGATATAGCTTTCCCACGACTAAATAAAATAAGATTCTGACTACTACCACCATCTCTAAAATTACTAATATCAAGA

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611844 Oligochaeta sp. water mite diet isolate 1598-BHL110116-GBD25185_5020-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATATTTGGAACAGGCCCTAGAATACTAATTCGAATTAAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAAAAAATTAAGATTCTGACTACTACCACCAGCTCTAAACTGACTAATTTCTTCTGCAACAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611845 Oligochaeta sp. water mite diet isolate 1599-BHL110116-GBD9961_16138-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTTGGAGTATGATCAGGAATAGTTGGAACTTCGATTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCACCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611846 Oligochaeta sp. water mite diet isolate 1601-BHL110116-GBD11835_9061-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATCGGCACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATCTT

AATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCAT

TCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTC

CAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.8% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611847 Oligochaeta sp. water mite diet isolate 1602-BHL110116-GBD28591_14304-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAGTTGGAACAGGGTTTAGAATACTAATTC

GAGTTGAATTATGACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTTTTA

ATAATTTTTTTTCTTGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGGGCTCCAGAT

ATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTA

GAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID EF089357, identified in GenBank as 

Limnodrilus hoffmeisteri. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611848 Oligochaeta sp. water mite diet isolate 1603-BHL110116-GBD21497_6833-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGATCTGGAATAATTGGAACAGGTACTAGAATAC

TTATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCA

TTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACCAATACTTGGAGCT

CCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCCGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611849 Oligochaeta sp. water mite diet isolate 1606-BHL110116-GBD18105_13267-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAGTTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTTGTACCATTAATACTTG

GAGCTCCAGATATAGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCCTACTAGTTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611850 Oligochaeta sp. water mite diet isolate 1607-BHL110116-GBD15694_26064-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTTTGAGCAGGAATAATTGGAACATCATCTAGAATAC

TAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCA

TTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCT

CCAGACATGGCTTTTCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611851 Oligochaeta sp. water mite diet isolate 1608-BHL110116-GBD13909_9973-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTTTGAGCAGGAATAATTGGAACTTGGACTAGAATACTTATTCGAATTGAATTATCACA

ACCAGGAACATTCTTAGGAAGTGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTCATTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611852 Oligochaeta sp. water mite diet isolate 1614-BHL110116-GBD27864_10909-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAAATATATAACACCCTAGTTACTGCACATGCATTCTTTATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATAGCTTTCCCTCGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCCTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611853 Oligochaeta sp. water mite diet isolate 1616-BHL110116-GBD16983_25854-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATATTTTATTTTAGGAGTATGAGCAGGAATAGTTGGAACAGGTTTTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTATTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTAGTAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAGTACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611854 Oligochaeta sp. water mite diet isolate 1618-BHL110116-GBD13681_17280-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATCTTAGGAGTTTGAGCAGGAATAATTGGAACAGGGACTAGAATATTAATTCGGATTGAATTATCTC

AACCAGGATCATTCCTAGGAAGAGATCAACTATATAACACCCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTCTGG

TTATACCAGTATTTATTGGTGGATTTGGAAACTGACTACTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611855 Oligochaeta sp. water mite diet isolate 1620-BHL110116-GBD27160_18715-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTCGGAGCATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACAACCA

GGAACATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCTTTTTTAATAATTTTTTTTCTAGTAATAC

CAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACTAAAT

AATATAAGATTCTGACTACTTCCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID KY633404, identified in GenBank as 

Slavina sp. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW611856 Oligochaeta sp. water mite diet isolate 1621-BHL110116-GBD22299_4995-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTCATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATCGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAAATATATAACACCATTGTTACTGCTCATGCATTCTTAATAATTTTCTTACTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611857 Oligochaeta sp. water mite diet isolate 1624-BHL110116-GBD18582_11848-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCATAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTATTAT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGGAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611858 Oligochaeta sp. water mite diet isolate 1625-BHL110116-GBD25995_10373-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCATAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTTTTTATAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCCCCATCTCTAACCTTACTACTTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611859 Oligochaeta sp. water mite diet isolate 1626-BHL110116-GBD17952_17099-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGAATTAAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATTC

TTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGAAACTGACTACTACCACTAATACTTGGAGCTCCA

GATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCACTAATCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611860 Oligochaeta sp. water mite diet isolate 1627-BHL110116-GBD25712_8560-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGGATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAATGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATAGCTTTCCCTCGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611861 Oligochaeta sp. water mite diet isolate 1635-BHL110116-GBD28066_12792-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTCATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAATGATCAACTATATAACACCATAGTTACTGCACATGCATTCTTAATAATTTTCTTTATTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTCCCACTAATACTAGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAACAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611862 Oligochaeta sp. water mite diet isolate 1638-BHL110116-GBD22605_26912-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTTTATAATACTCTTGTTACTGCACATGCATTTTTAATAATTTTCTTTCTTGTA

ATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACT

AAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAACAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611863 Oligochaeta sp. water mite diet isolate 1639-BHL110116-GBD6167_16206-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATACAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAG

AATACTAATTCGAATTGAATTACCACAACCAGGATCATTCATAGGAAGGGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCGCTAACCTTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611864 Oligochaeta sp. water mite diet isolate 1642-BHL110116-GBD23248_13731-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611865 Oligochaeta sp. water mite diet isolate 1643-BHL110116-GBD8898_17025-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACTACTACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611866 Oligochaeta sp. water mite diet isolate 1649-BHL110116-GBD18198_20039-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGAACATTCTTAGGAAAAGATCAACTATATAATACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCATTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611867 Oligochaeta sp. water mite diet isolate 1656-BHL110116-GBD11360_3027-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTATTG

TTATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611868 Oligochaeta sp. water mite diet isolate 1663-BHL110116-GBD27240_10978-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACCCCCTAGTTACTGCACATGCATTTTTAATAATTTTCTTACTTGT

AATACCAGTATTAAATGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611869 Oligochaeta sp. water mite diet isolate 1664-BHL110116-GBD27311_19919-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGAACATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGATACTGATTAGTACCACTAATACTTGGAGCTCCAGATACGGCTTTCCCACGAA

AAAATAAATTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCCTCTGCAGCAGTAGAAAATGGCGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611870 Oligochaeta sp. water mite diet isolate 1665-BHL110116-GBD16735_14258-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACT

AATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCAT

TCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCAC

CTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTCTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611871 Oligochaeta sp. water mite diet isolate 1668-BHL110116-GBD10822_14592-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGCATGAGCAGGAATAATTGGAACTGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACACTTGTTACTGCAC

ATGCATTCGTAATAATTTTTTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611872 Oligochaeta sp. water mite diet isolate 1675-BHL110116-GBD19611_21039-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGGGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 83.5% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611873 Oligochaeta sp. water mite diet isolate 1681-BHL110116-GBD24486_10492-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGACTAGAATACTAATTCGAATTGAACTATCACAA

CCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTCCTAGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGAAT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611874 Oligochaeta sp. water mite diet isolate 1682-BHL110116-GBD10959_24419-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTTGTTCTAGAATACTAATTCGAATTGAATTCTCACAACCA

GGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAATAAA

TAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCTGCAGCAGAAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611875 Oligochaeta sp. water mite diet isolate 1686-BHL110116-GBD21176_15349-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAGTTGGAACTGCGTCTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACA

TGCATTCTTTATAATTTTTTTTATAGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTAC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611876 Oligochaeta sp. water mite diet isolate 1687-BHL110116-GBD21137_11597-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID JQ519820, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611877 Oligochaeta sp. water mite diet isolate 1688-BHL110116-GBD22201_12480-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTATAG

TAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACGAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTATTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611878 Oligochaeta sp. water mite diet isolate 1689-BHL110116-GBD13330_25256-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGCGACTGGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTATAG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCCCCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611879 Oligochaeta sp. water mite diet isolate 1691-BHL110116-GBD8054_7357-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAGTTGGAACAGGGACTAG

ACTACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCACCAGATATGGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCCCCATCACTAATCCTACTAATTGCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611880 Oligochaeta sp. water mite diet isolate 1692-BHL110116-GBD19316_20107-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTATTAATAATTTTCTTTCATA-

TAAAACCAGTATTTGTTGGAGGATTTGGAAACTGATTAGGACCACTAATACTTGGAGCTCCAGATAAGACCTTCCCACG

ACTAAATAATTTAAGATTCTGACCACTACCACCATCTCTAAACTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611881 Oligochaeta sp. water mite diet isolate 1694-BHL110116-GBD28546_14587-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTTTTAATTGGAGGATTTGGAAACTGATTATTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCATCTACAACAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611882 Oligochaeta sp. water mite diet isolate 1695-BHL110116-GBD27013_22949-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAG

AATACTAATTCGAATTGAATTAGCAAAACCAGGATCATTCTTAGGAAGAGATCAACTATATACCATCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTATTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCGTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTT

CTTCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611883 Oligochaeta sp. water mite diet isolate 1697-BHL110116-GBD17182_28517-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATATTTAATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGATTAGAATA

CTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATCCTAGTTACTGCACATGC

ATTTTTAATAATTTTCTTTCTTGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCT

CCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTTCTGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611884 Oligochaeta sp. water mite diet isolate 1698-BHL110116-GBD26931_22283-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGGATACTAATTCGAATTGAATTACCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGTAGCTCCAGATATGGCTTTCCCACGA

CAAAATAATTTAAGATTCTGACTACTACCGGCATCTCTAATCTTACTAATTGCTTCTGCAGCAGTAGAAGATGGAGCTGA

AGCAG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611885 Oligochaeta sp. water mite diet isolate 1699-BHL110116-GBD10072_4535-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGCATGAGCAGGAATAATGGGAACATGGT-

TTAGAATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTTTATAATACCCTAGTTACTG

CACATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACT

TGGAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTC

TTGTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW611886 Oligochaeta sp. water mite diet isolate 1700-BHL110116-GBD23382_10820-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATATTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATA

CTAATTCGAATTGAATTATCACAACCAGGATCATTCATAGGAAAAGATCAACTTTATAACACCCTTGTTACTGCACATGC

ATTTTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGC

TCCAGATATAGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTACTGC

AGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611887 Oligochaeta sp. water mite diet isolate 1701-BHL110116-GBD7595_4007-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGTACTAGAATACTAATTCGAATTAAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCATTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611888 Oligochaeta sp. water mite diet isolate 1702-BHL110116-GBD7810_12501-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTTTATATTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGCGTTTAGAATAC

TAATTCGACTTGAATTATCACAACCAGGCTCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCTT

TCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTC

CAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTTCTGCAG

CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611889 Oligochaeta sp. water mite diet isolate 1703-BHL110116-GBD11135_11769-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTGGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCATAATAATTTTTTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCACCAGATATAGCTTTCCCACGAC

TAAAAAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611890 Oligochaeta sp. water mite diet isolate 1705-BHL110116-GBD21218_17087-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTCGGAAGCGATCAACTATATAACACACTAGTTACTGCACATGCATTCGTAATAATTTTCTTTCTAGT

AATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611891 Oligochaeta sp. water mite diet isolate 1707-BHL110116-GBD15925_9346-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGATCAGGAATAGTTGGAACATCGT-

TTAGAATACTTATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACGCCCTAGTTACT

GCACATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATA

CTTGGAGCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATT

TCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611892 Oligochaeta sp. water mite diet isolate 1708-BHL110116-GBD24223_16170-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACATGTACTAGA

ATACTAATTCGAATTGAATTAGCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTTTTTATTGTAATACCAGTATTAATTGGAGGCTTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCCCCATCTCTAACCTTACTAATATCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611893 Oligochaeta sp. water mite diet isolate 1710-BHL110116-GBD17775_7779-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCCCAACCAGGATCCTTCTTAGGAAGAGATCAACTATATAATACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTTTTCCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCACCAGATATGGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTGCAT

CGGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611894 Oligochaeta sp. water mite diet isolate 1711-BHL110116-GBD7827_17116-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAGATAATATAAGATACTGACTACAACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGAAGAAAAAGGAGCGGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611895 Oligochaeta sp. water mite diet isolate 1713-BHL110116-GBD20932_12871-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTCGGAGTTTGAGCAGGAATAATTGGAACTGCGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCATTTTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATTTAAGATTCTGACTACTACCACCATCACTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611896 Oligochaeta sp. water mite diet isolate 1717-BHL110116-GBD11735_15821-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGGACTAG

AATATTAATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCAC

ATGCATTCCTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGAGGATTTGGAAACTGACTTGTACCACTAATACTTG

GAGCACCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611897 Oligochaeta sp. water mite diet isolate 1721-BHL110116-GBD24246_23173-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATGCTAATTCGAATTGAATTATCACAACC

AGGATCATTCATAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGTAAT

ACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACTAA

ATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCAACAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611898 Oligochaeta sp. water mite diet isolate 1723-BHL110116-GBD17188_23845-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTAGGAGCATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGAGATCAACTATATAACACGCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGTAATA

CCAATTTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACTAAA

TAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 86.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611899 Oligochaeta sp. water mite diet isolate 1724-BHL110116-GBD18263_15094-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611900 Oligochaeta sp. water mite diet isolate 1726-BHL110116-GBD9981_7218-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACGTCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCATTCCCACGAA

TAAATAATATAAGATTCTGATTACTACCACCATCTCTAACCTTACTAATATCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611901 Oligochaeta sp. water mite diet isolate 1727-BHL110116-GBD18585_23151-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCCGGAATAATTGGAACTGCGTTTAGAATAC

TTATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCA

TTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAACACTTGGAGCT

CCTGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.3% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611902 Oligochaeta sp. water mite diet isolate 1728-BHL110116-GBD24414_12885-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTTTACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATCCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACCACGACCACCAACGCCGATCTTACAAAAATCTTCTGCAGCAGTAGAAAATGGAGCTGA

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.8% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611903 Oligochaeta sp. water mite diet isolate 1729-BHL110116-GBD10033_12186-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACTTGGTCTAGAATACTAATTCGAATTGAATTATCACAA

CCAGGATCATTCATAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTCATTGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTTCTAATCTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611904 Oligochaeta sp. water mite diet isolate 1732-BHL110116-GBD18664_4961-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTTGGAGCATGATCAGGAATAATTGGAACTGGGTTTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGACCAACTATATAATACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTTTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611905 Oligochaeta sp. water mite diet isolate 1733-BHL110116-GBD23840_21596-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGAGATGACTTTCCCACGACTAAATAAATTAAGAAACTGACTACTACCACCAGCTCCAAACTTACAAATGTCT

TCTGCAGCAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611906 Oligochaeta sp. water mite diet isolate 1737-BHL110116-GBD16258_29086-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATTTTAGGAGTTTGAGCAGGAATAATTGGAACTGGTTTTAGAATACTAATTCGAATTGAATTATCACAA

CCAGGAACATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTACACATGCATTCTTAATAATTTTCTTTCTTGTA

ATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCACCAGATATGGCTTTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611907 Oligochaeta sp. water mite diet isolate 1739-BHL110116-GBD11576_23073-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTTCGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAAATATATAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAACGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611908 Oligochaeta sp. water mite diet isolate 1741-BHL110116-GBD24399_21893-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTATTTTTAGGAGTGTGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

ATCCAGGATCATTCTTTGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTACAGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611909 Oligochaeta sp. water mite diet isolate 1742-BHL110116-GBD20423_25161-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTTTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAAATATATAACATACTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAACAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID GU014006, identified in GenBank 

as Megascolecidae sp. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611910 Oligochaeta sp. water mite diet isolate 1745-BHL110116-GBD2755_17385-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATATTTTATTTTAGGAGTATGAGCAGGAATAATTGGCACAGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGAATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611911 Oligochaeta sp. water mite diet isolate 1746-BHL110116-GBD27566_16000-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTATTAGGAAGAGATCAAATATATAACCCCATAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611912 Oligochaeta sp. water mite diet isolate 1748-BHL110116-GBD16654_8649-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATACTTTATTTTTGGAGCATGATCAGGAATAATTGGAACTTCGTTTAGA

ATACTAATTCGAATTGAATTAGCACAACCAGGATCATTCTTAGGAAGTGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTACT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.9% 

identical to accession ID MG422806, identified in GenBank 

as Slavina appendiculata. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611913 Oligochaeta sp. water mite diet isolate 1750-BHL110116-GBD22505_25772-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGATTAGAATACTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGTAATA

CCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGACTAAA

TAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTGATTTCTTCTACAACAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 86.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611914 Oligochaeta sp. water mite diet isolate 1751-BHL110116-GBD16705_12350-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACT

AATTCGAATTGAATTATCACAACCAGGGTCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCAT

TCTTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCAC

CAGATATAGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCCTACTAGTTTCTTCTGCAG

CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611915 Oligochaeta sp. water mite diet isolate 1756-BHL110116-GBD13404_13876-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGAACATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCATTATAATTTTCTTTCTAG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTTGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTACAACAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611916 Oligochaeta sp. water mite diet isolate 1757-BHL110116-GBD19970_15649-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCATTCCCACGAA

TAAAAAAAATAAGAAAATGACTACTACCGCAATCTCTAAACTGACAAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611917 Oligochaeta sp. water mite diet isolate 1814-BHL011116-GBD10254_3807-Ldc73 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCTGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCACCAGATATAGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCACTAATCCTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611918 Oligochaeta sp. water mite diet isolate 1819-BHL011116-GBD28401_15293-Ldc73 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGCCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAGCTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTACTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTACAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611919 Oligochaeta sp. water mite diet isolate 1821-BHL011116-GBD16625_11676-Ldc73 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTATTAATAATTTTCTTTCTTGT

AATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTGCTACCACCATCTCTAACCTTATTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611920 Oligochaeta sp. water mite diet isolate 1822-BHL011116-GBD29282_12599-Ldc73 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATATCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCAACTCTAACCTTACTAATTTCTTCTGGAGCAGTAGAAAATGGAGCTGA

AACA

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611921 Oligochaeta sp. water mite diet isolate 1866-BHL072216-GBD19144_8169-Lunk72 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGACATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.9% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611922 Oligochaeta sp. water mite diet isolate 1974-BHL022317-GBD7255_20351-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATGCTTGGGGCACCTGATATAGCATTCCCTCGAATAAATAATATAAGATT

TTGATTACTTCCCCTATCCCTTACCCTTCTTCTTTCAAGATCAGTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611923 Oligochaeta sp. water mite diet isolate 2559-BHL072216-GBD5962_23321-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAAATATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAATATTCTGACTACTCCCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611924 Oligochaeta sp. water mite diet isolate 2811-BHL032417-GBD25523_23757-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTTTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATTATTCCTAGGAAGAGATCGACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAATATTTATTGGAGGATTTGGAAATTGAATTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611925 Oligochaeta sp. water mite diet isolate 2914-BHL032417-GBD19936_15146-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTATTACTTGGATCACCA

GATATAGCTCTCCCACGAATTAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611926 Oligochaeta sp. water mite diet isolate 3110-BHL032417-GBD12902_23958-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTAGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGATCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611927 Oligochaeta sp. water mite diet isolate 3137-BHL032417-GBD2255_18772-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAACACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATGGCCTTCCCACGACTTAACAATATAAGATTTTGACTTCTACCACCTTCACTAATCCTACTGGTTTCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611928 Oligochaeta sp. water mite diet isolate 3680-BHL032417-GBD4512_19458-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAATTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATGGCCTTCCCACGACTTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTGGTTTCTTCTGCTGCAG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611929 Oligochaeta sp. water mite diet isolate 3842-BHL032417-GBD15313_27668-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGTAGCACCA

GATATAGCTTTCCCACCCCTTAACAATATAAGATTCTGACTACTCCCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611930 Oligochaeta sp. water mite diet isolate 3858-BHL032417-GBD26938_23469-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGAATAAACAATTTAAGATTCTGACTACTACCACCTTCACTAAACCGATTAGTTTCTTCTACAGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611931 Oligochaeta sp. water mite diet isolate 4153-BHL032417-GBD3915_12385-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCCACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACTAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAATATTTTGACTTCTACCACCTTCACTAATCCTACTAGTTTCTTCTGCTGCAG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611932 Oligochaeta sp. water mite diet isolate 4162-BHL032417-GBD8195_10981-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGTTCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCATACGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAAATTCTGACTACTACCACCTTCACTAATCCCATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611933 Oligochaeta sp. water mite diet isolate 4313-BHL032417-GBD19948_3105-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGGTTGAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTTTAGTTATACCAGTATTTACTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATGGCCTTCCCACGACTTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAACCCTACTGGTTTCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611934 Oligochaeta sp. water mite diet isolate 4540-BHL032417-GBD24566_5684-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CTTAATAATTTTTTTTCTGGTTTTACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611935 Oligochaeta sp. water mite diet isolate 4615-BHL032417-GBD27116_21137-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATATT

AATTCGAATTGAATTATCACAACCAGGATCATTCATAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCAT

TCTTAATAATTTTCTTTCTTGTTATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCC

AGATATAGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611936 Oligochaeta sp. water mite diet isolate 4700-BHL032417-GBD10273_16812-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAGATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGTTT

TTGATTACTTCCCCCGTCATTAACTTTATTATT---ATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.5% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611937 Oligochaeta sp. water mite diet isolate 4934-BHL032417-GBD11043_2753-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGAAATAATTGGAACAGGGACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTACCAATATAAGATTCTGACTTCTACCACCTTCACTAAACCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611938 Oligochaeta sp. water mite diet isolate 4952-BHL032417-GBD4395_14161-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTGGGAAGAGATCAACTATGTAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATATGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCTCCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611939 Oligochaeta sp. water mite diet isolate 4958-BHL032417-GBD6318_23266-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACTACCACCTTCACTAATCCTATTGGTTTCTTCTGCT

GCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611940 Oligochaeta sp. water mite diet isolate 4962-BHL032417-GBD14725_24798-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATGGCCTTCCCACGACTTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTGGTTTCTTCTGCTGCAG

TAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611941 Oligochaeta sp. water mite diet isolate 4974-BHL032417-GBD15524_20857-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCATGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAGTTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAACATAAGATT

TTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611942 Oligochaeta sp. water mite diet isolate 4993-BHL032417-GBD12712_5540-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTC

AACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTCTGG

TTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCCACCTCTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611943 Oligochaeta sp. water mite diet isolate 5031-BHL032417-GBD10293_18726-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTGTTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATACATTTTTAATAATTTTTTTCTTATTAACACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCA--AGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611944 Oligochaeta sp. water mite diet isolate 5049-BHL032417-GBD28016_17903-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGCTTGAGCTGGAATAATTGGAACATGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCATAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATTT

CTTATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTGGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611945 Oligochaeta sp. water mite diet isolate 5052-BHL032417-GBD18795_18053-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGATACCAACTATATAATACCTTAGTTACTGCGCATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGTTT

TTGAATTCTCCCCCCATCTTTAACTCTTCTTCTT---TCTAGTTCATTTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611946 Oligochaeta sp. water mite diet isolate 5054-BHL032417-GBD24065_21595-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTC

AACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTCTGG

TTATACCAGTATTTATTGGTGGTTTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTATACCCTCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 84.1% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611947 Oligochaeta sp. water mite diet isolate 5074-BHL032417-GBD9250_20681-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTATATTTTATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAT

TAAATAATCTAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID LN810267, identified in GenBank as 

Nais bretscheri. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611948 Oligochaeta sp. water mite diet isolate 5075-BHL032417-GBD16037_12441-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGCTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTTTTTCTGGTTATACCAATATTTATTGGTGGATTTGGAAATTGATTTCTACCTCTAATACTTGGAGCACCAG

ATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCAGCCGT

AGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611949 Oligochaeta sp. water mite diet isolate 5076-BHL032417-GBD9526_22010-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCTTTC

ATAATAATTTTCTTTCTTGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCCCCAG

ATATAGCATTCCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGT

GGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611950 Oligochaeta sp. water mite diet isolate 5078-BHL032417-GBD5195_12762-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTTGTAACTACACATGCATTC

CTAATAATTTTTTTTCTAGTGATACCAGTATTTATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTGGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611951 Oligochaeta sp. water mite diet isolate 5084-BHL032417-GBD10772_8451-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATTCTTGGAGCTCCAGATATGGCTTTCCCACAA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611952 Oligochaeta sp. water mite diet isolate 5091-BHL032417-GBD7541_15646-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAGTTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCTTTCCCACGATTAAATAATATAAGTTTT

TGGTTTTTACCCCCGTCATTA--TCT-TTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611953 Oligochaeta sp. water mite diet isolate 5100-BHL032417-GBD17077_8898-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611954 Oligochaeta sp. water mite diet isolate 5101-BHL032417-GBD9271_12716-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGATCAAG

AATATTAATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCAC

ATGCATTCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGGTTTGGAAATTGACTTCTACCTCTAATACTTGG

AGCACCAGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTGGTTTCTTC

TGCAGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611955 Oligochaeta sp. water mite diet isolate 5103-BHL032417-GBD18622_16298-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCAC

AACCAGGATCAATCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTCTGG

TTATACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGAC

TTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCATCTGCTGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 87.8% 

identical to accession ID KY633407, identified in GenBank as 

Specaria josinae. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW611956 Oligochaeta sp. water mite diet isolate 5107-BHL032417-GBD14469_17278-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGCTCTAGAATCTTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGATATCAACTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAATCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611957 Oligochaeta sp. water mite diet isolate 5108-BHL032417-GBD20442_22818-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTATTTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTATAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCAATTGGTTTCTTCTGCTGCC

GTAGGAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611958 Oligochaeta sp. water mite diet isolate 5109-BHL032417-GBD23978_5336-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATAATCTAGTAACTGCACATGCATT

TCTAATAATTTTCTTTATAGTTATACCAATATTAATTGGTGGATTTGGAAATTGACTTCAACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611959 Oligochaeta sp. water mite diet isolate 5110-BHL032417-GBD10657_6483-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGAAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAACATAAGATTTTGATTATTACCACTTTCTTTAACATTATTATTATCAGGATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611960 Oligochaeta sp. water mite diet isolate 5114-BHL032417-GBD4568_23176-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTTATTTTCGGAGCTTGAGCTGGAATAATTGGAACAGGAACTAAAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611961 Oligochaeta sp. water mite diet isolate 5117-BHL032417-GBD13018_9089-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTCAGGAGTTTGAGCTGGAATAATTGGAACAGGTACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCATTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611962 Oligochaeta sp. water mite diet isolate 5143-BHL032417-GBD15096_18995-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCA

TCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTA

ATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGATT

AAATAATCTAAGATTTCGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID LN810267, identified in GenBank as 

Nais bretscheri. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611963 Oligochaeta sp. water mite diet isolate 5146-BHL032417-GBD27048_15882-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGAACTAGAATACT

AATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCAT

TCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGACTAGTACCTCTAATACTTGGAGCAC

CAGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCCTACTAATTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611964 Oligochaeta sp. water mite diet isolate 5148-BHL032417-GBD25635_13157-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGATCAAGATTACTAATTCGAATTGAACTCTCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATGATTTTCTTTCTGG

TTATACCAGTATTAATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGAC

TTAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID LN810267, identified in GenBank as 

Nais bretscheri. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611965 Oligochaeta sp. water mite diet isolate 5167-BHL032417-GBD23425_14449-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTAGAGCACCA

GATATAGCTTTCCCTCGACTAAACAATATAAGATTCTGATTACTACCCCCTTCTCTAACCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611966 Oligochaeta sp. water mite diet isolate 5172-BHL032417-GBD16142_19750-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTAATTCGGATTGAATTAGCTCA

ACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAT

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW611967 Oligochaeta sp. water mite diet isolate 5181-BHL032417-GBD14803_4890-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGTATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTTTAGTTATACCGGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTGATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACATTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611968 Oligochaeta sp. water mite diet isolate 5187-BHL032417-GBD7457_8232-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCATGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGAATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAGTTGAATTCTACCTTTAATACTTGGGGCACCTGATATGGCTTTCCCACGAATAAATAATATAAGTTT

TTGATTGTTGCCCCCATCATTAACTTTATTGTT---ATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611969 Oligochaeta sp. water mite diet isolate 5189-BHL032417-GBD3900_15031-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGATTAAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTTTAGTTATACCAGTATTTAATGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATGGCCTTCCCACGACTTAACAATTTAAGATTTTGACTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATT

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611970 Oligochaeta sp. water mite diet isolate 5194-BHL032417-GBD23772_18142-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGGCTATTAATTCGTATTAAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGAGCACCAGATATGGCCTTCCCACGACTTAACAATTTAAGATT

TTGACTTCTACCACCTTCACTAATCCTACTGGTTTCTTCTGCTGCAGTAGAAAATGGAGCTGAAGCAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611971 Oligochaeta sp. water mite diet isolate 5201-BHL032417-GBD14842_10550-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTGCTGCACATGCATTTTTAATAATTTTTTTCTTAGTAACACCAGTTTTTATC

GGAGGATTTGGAAAATGACTTCTACCTCTAATACTTGGAGCACCAGATATGGCCTTCCCACGACTTAACAATTTAAGATT

TTGACTTCTACCACCTTCACTAACCCTACTGGTTTCTTCTGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611972 Oligochaeta sp. water mite diet isolate 5218-BHL032417-GBD7451_15750-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTTTGAGCAGGAATAATTGGAACAGGGACTAGAATATTAATTCGAATTGAATTATCTC

AACCAGGATCATTCTTAGGAAGAGATCAACTATGTAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCCCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611973 Oligochaeta sp. water mite diet isolate 5235-BHL032417-GBD4160_21667-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGTACATGCATT

CCTAATAATCTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGATTTCTACCTCTAATACTTGGATCACCA

GATATGGCCTTCCCACGACTTAACAATTTAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611974 Oligochaeta sp. water mite diet isolate 5241-BHL032417-GBD9600_2777-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACTAGAATATT

AATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGAAAGGGATCAACTATATAATAATCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGATGGATTTGGAAATTGACTTCTATCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTGAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611975 Oligochaeta sp. water mite diet isolate 5244-BHL032417-GBD12701_21862-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGAAACTAGAATATTA

ATTCGGAATGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAGTTGAATTCTACCTTTAATACTTGGGGCACC

TGATATAGCATTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCCATTACTAATTCTATTAGTTGCATCGGCTGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611976 Oligochaeta sp. water mite diet isolate 5257-BHL032417-GBD12434_20527-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTGTATAATACCTTAGTTACTGCACATGCAATTTTAATAATTTTTTTCTTAGTAACACCAGTATTTAT

TGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGACTTAACAATTTAAGATT

CTGACTACTACCACCTCCACTAATCCTATTGGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611977 Oligochaeta sp. water mite diet isolate 5258-BHL032417-GBD26147_10061-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTTTGACTTCTTCCCCCCTCTTTAACTCGTTTACTTTCAAGTAGAATA

GTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611978 Oligochaeta sp. water mite diet isolate 5259-BHL032417-GBD15003_27539-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCTATATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCCCCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCTCTAACCCTATTAGTTTCTTCAACAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611979 Oligochaeta sp. water mite diet isolate 5264-BHL032417-GBD6421_16768-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTTGGAGTTTGAGCTGGAATAATTGGAACAGGACCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTCCTAGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTATCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAGGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611980 Oligochaeta sp. water mite diet isolate 5270-BHL032417-GBD27760_11286-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTACTAGGAAGAGATCAACTTTATAATACTCTTGTTACTGCACATGCATTT

CTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTGGTTTCTTCTGCTGTCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611981 Oligochaeta sp. water mite diet isolate 5276-BHL032417-GBD11668_26251-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAAAACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTTTAATATTAGGAGCCCCA

GATATAGCTTTTACTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAG

TGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611982 Oligochaeta sp. water mite diet isolate 5283-BHL032417-GBD7684_13400-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTAATCTTAGGAGTTTGAGCTGGAATAATAGGAACAGGAACTAGAATATTA

ATACGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTAGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGTACCA

GATATGGCCTTCCCACGACTTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTGGTTTCTTCTGCTGCAG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611983 Oligochaeta sp. water mite diet isolate 5301-BHL032417-GBD20079_18735-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCAGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GGTATGGCCTTCCCACGACTTAACGATTTAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611984 Oligochaeta sp. water mite diet isolate 5314-BHL032417-GBD23850_21839-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCGTTTTAGTTATACCAGTATTTATTGGTGGATATGGAAATTGACTTCTACCTCTAATACTTGGGGCACC

TGATTTAGCATTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611985 Oligochaeta sp. water mite diet isolate 5315-BHL032417-GBD7301_14358-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAG

ACTATTAATTCGTATTGAATTATCTCATCCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACA

TGCATTCCTAATAATTTTCCTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAAAACTTGGA

GCACCAGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTTTTCTG

CTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID |JQ19820, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611986 Oligochaeta sp. water mite diet isolate 5317-BHL032417-GBD14802_25483-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTTTACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCTTTT

CTAATAATTTTTTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCGTCACTAACCCTATTAGCATCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611987 Oligochaeta sp. water mite diet isolate 5321-BHL032417-GBD24523_5139-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTTTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAATCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGTACATGCATTC

CTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATGGCCTTCCCACGACTTAACAGTTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTGGTTTCTTCTGCTGCA

GTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611988 Oligochaeta sp. water mite diet isolate 5323-BHL032417-GBD7341_10888-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCATGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTCATT

GGAGGATTTGGAAGTTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCTTTTCCTCGAATAAATAATATAAGATT

TTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCA--AGTAGAATAGCGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611989 Oligochaeta sp. water mite diet isolate 5332-BHL032417-GBD25943_21908-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTATGAGCTGGAATAATTGGAACAGGGACTAG

GATATTAATTCGAATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCAC

ATGCATTCCTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGTGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCACCAGATATAGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611990 Oligochaeta sp. water mite diet isolate 5342-BHL032417-GBD18091_16895-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTGACTGCACATGCATT

CCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCC

AGATATAGCATTCCCTCGAATAAATAACATAAGATTTTGATTAATACCACCTTCTTTAACATTATTATTATCAAGATCTATT

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611991 Oligochaeta sp. water mite diet isolate 5354-BHL032417-GBD23402_9826-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCTCATGCATTT

CTAATAATTTTTTTCCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTACTACCTCTAATACTTGGTGCACCA

GATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611992 Oligochaeta sp. water mite diet isolate 5365-BHL032417-GBD4730_8077-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACT

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611993 Oligochaeta sp. water mite diet isolate 5366-BHL032417-GBD18655_24250-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGACCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTTGTAACTGCACATGCATTT

CTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGAATAAACAACATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTGTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611994 Oligochaeta sp. water mite diet isolate 5368-BHL032417-GBD21091_22344-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAAGAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTT

TAGGAAAAGACCAACTATATAATACCGTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATAAATAACATAAGAT

TTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611995 Oligochaeta sp. water mite diet isolate 5383-BHL032417-GBD26010_11545-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTTGGAAGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATTC

CTTATAATTTTTTTTCTGGTTATACCAATTTTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAG

ATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCTCTAACCCTATTGGTTTCTTCTGCTGCCGT

AGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW611996 Oligochaeta sp. water mite diet isolate 5384-BHL032417-GBD23957_22810-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGCGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAACACCAGTTTTTATT

GGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTATAAATAATATAAGTTT

TTGGCTTTTACCCCCGTCATTA--TCT-TTACTTCTATCTAGTCCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611997 Oligochaeta sp. water mite diet isolate 5385-BHL032417-GBD15229_22321-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTTGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTAGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATATTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTATCTACTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611998 Oligochaeta sp. water mite diet isolate 5386-BHL032417-GBD14020_26528-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGTAATAATTGGAACAGGGACTAG

AATACTAATTCGAATAGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTATAGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACCACTACCACCATCTCTAATCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW611999 Oligochaeta sp. water mite diet isolate 5390-BHL032417-GBD22033_19049-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTCATGGTTATACCATTATTAATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTGGTTTCTACTACAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612000 Oligochaeta sp. water mite diet isolate 5393-BHL032417-GBD17946_19892-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAG

ACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTTAGGAAGAGATCATCTATATAATACTCTAGTAACTGCACA

TGCATTCCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGA

GCACCAGATAAGGCCTTCCCACTACTTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTGGTTTCTTCTG

CTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612001 Oligochaeta sp. water mite diet isolate 5396-BHL032417-GBD21695_17754-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGAACATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTCCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

GGATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCCCCTTCTCTAACCCTATTGGTTTCTTCTGCAAC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612002 Oligochaeta sp. water mite diet isolate 5402-BHL032417-GBD23870_13444-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGATGGGTTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCCCCATCACTATTTCTATTAGTTGCATCGGCTGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612003 Oligochaeta sp. water mite diet isolate 5410-BHL032417-GBD20848_6996-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGATCTGGAATAATTGGAACAGCTACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAGGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGACATAGCTTTCCCACGACTAAACGATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612004 Oligochaeta sp. water mite diet isolate 5413-BHL032417-GBD24228_22396-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTAAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGAGGATGTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCC

AGACATAGCTTTCCCCCGTATAAATAATATAAGTTTTAGGCTTTTACCCCCGTCA-

TTATCTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 81.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612005 Oligochaeta sp. water mite diet isolate 5417-BHL032417-GBD12144_25724-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTTGTAACTGCACATGCATTC

CTAATAATTCTTTTTCTGGTTATACCAGTATTAATTGATGGATTTGGAAATTGACTTTTGCCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612006 Oligochaeta sp. water mite diet isolate 5420-BHL032417-GBD24320_25790-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACATCAACTACAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTTGGAAGAGATCAACTATATAAAACCTTAGTTACTGCACATGCATTT

TTAATAATTTTTTTCTTAGTAATACCAATTTTTATTGGAGGATTTGGAAGTTGAATTCTACCTTTAATACTTGGGGCACCTG

ATATAGCATTCCCACGAATAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612007 Oligochaeta sp. water mite diet isolate 5426-BHL032417-GBD15642_14552-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCATGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAGTTGAATTCTACCTTTAATACTTGGGGCACCTGATATGGCCTTCCCTCGAATAAATAATATAAGTTT

TTGACTTCTCCCCCCATCCTTAACTCTTCTTCTT---TCTAGTTCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612008 Oligochaeta sp. water mite diet isolate 5427-BHL032417-GBD20037_13136-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGATCTAGA

ATATTAATTCGGATTAAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACAT

GCTTTCCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCCCTAATACTTGGA

GCACCAGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTACTAGTTTCTTCT

GCTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612009 Oligochaeta sp. water mite diet isolate 5430-BHL032417-GBD6843_10532-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACAATATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAGTTAAACTCTCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATGATTTTATTCTTAG

TAATACCTGTATTAATTGGAGGATTCGGAAACTGATTACTTCCAGTAATACTAGGTGCTGCTAATATAGCATTCCCTCGA

ATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612010 Oligochaeta sp. water mite diet isolate 5432-BHL032417-GBD4950_12665-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGATCTGGAATAATTGGAACATGACCTAGAATATTG

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAGGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612011 Oligochaeta sp. water mite diet isolate 5435-BHL032417-GBD29261_18829-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAAGCCGAGGAGGGGCGGCGGCGG

CCGGAGAAAAGGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612012 Oligochaeta sp. water mite diet isolate 5440-BHL032417-GBD5196_16865-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTTTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGATTACTACCACCTTCACTAACCCTATTGGTATCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612013 Oligochaeta sp. water mite diet isolate 5443-BHL032417-GBD19562_9558-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGATCTGGAATAATTGGAACATGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCCTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCCATTGGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612014 Oligochaeta sp. water mite diet isolate 5445-BHL032417-GBD24277_5006-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTCTGG

TAATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAACAATTTAAGATTCTGACTACTACCACCTTCTCTAATCCTACTAATTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612015 Oligochaeta sp. water mite diet isolate 5446-BHL032417-GBD18314_28174-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTAATTTTAGGAGTTTGATCCGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCTCATGCATT

CCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTTTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCCCGACTAAACAATTTAAGATTCGGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612016 Oligochaeta sp. water mite diet isolate 5447-BHL032417-GBD12556_24398-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATAATCTAGTAACTGCACATGCATT

CTTAATAATTTTCTTTCTTGTTATACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCTCTAATCCTATTAGTTCCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612017 Oligochaeta sp. water mite diet isolate 5457-BHL032417-GBD5684_24389-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGCTTGAGCTGGAATAATTGGAACAGGAATTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTACTAGGAAGAGATCAACTATATAATACTCTTGTAACTGCACATGCATT

TCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612018 Oligochaeta sp. water mite diet isolate 5460-BHL032417-GBD24503_25759-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTC

AACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTCCTGG

TTATACCAGTATTTATTGGTGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612019 Oligochaeta sp. water mite diet isolate 5462-BHL032417-GBD4596_12919-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATTTAGAATATTA

ATTCGGCTTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTTGTAACTGCACATGCATTC

CTAATAATTTTTTTTATGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTGTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTGGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612020 Oligochaeta sp. water mite diet isolate 5469-BHL032417-GBD10239_15182-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATAATCTCGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGATGGATTTGGAAATTGACTTCTACCACTAATACTTGGAGCACC

TGATGTAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGT

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612021 Oligochaeta sp. water mite diet isolate 5472-BHL032417-GBD20636_3142-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAAATAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAGTTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGACT

TTGACTATTACCCTCGTCATTAACTTTACTTCTTTC--TAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612022 Oligochaeta sp. water mite diet isolate 5478-BHL032417-GBD25865_19770-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACCCTATACTTAATTTTAGGAGTTTGAGCCGGACTAATTGGAACCGGAACTAGAATATTAATTCGGATTGACTTAGCTC

AACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTTTAG

TTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATGGCCTTCCCACGAC

TTAACAATTTAAGTTTTTGACTTCTCCCCCCATCTTTAACCCTACTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612023 Oligochaeta sp. water mite diet isolate 5481-BHL032417-GBD26085_22785-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTAATTCGGATTGAATTATCTC

AACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTTTAG

TTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACCTTATTGTTATCTAGATCAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612024 Oligochaeta sp. water mite diet isolate 5483-BHL032417-GBD3407_12908-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGAACAGGAACAAGACTAAT

AATTCGTATTGAATTAACCCATCCTGGAGCATTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATT

TTTAATAATTTTTTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATGGCCTTCCCACGACTTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTGGTTTCTTCTGCTGCAG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612025 Oligochaeta sp. water mite diet isolate 5499-BHL032417-GBD14854_27613-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACT

AATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGAAATTGACTACTACCTCTAATACTTGGAGCAC

CAGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCCTATTGGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612026 Oligochaeta sp. water mite diet isolate 5538-BHL032417-GBD7493_6157-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGCCCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCATAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAAAATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCGGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612027 Oligochaeta sp. water mite diet isolate 5548-BHL032417-GBD23951_17665-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGCACAGGAACTAGAATTTTA

ATCCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCTTT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCATTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAAACCTATTAGTATCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612028 Oligochaeta sp. water mite diet isolate 5553-BHL032417-GBD17114_13401-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTATAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTGAACAATATAAGATTCTGACTGCTACCCCCGTCACTAACCCTGTTAGTATCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612029 Oligochaeta sp. water mite diet isolate 5560-BHL032417-GBD17538_22897-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACACGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCT

GCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612030 Oligochaeta sp. water mite diet isolate 5626-BHL032417-GBD21211_4206-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGAAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGACTTAACCCCTCCTGAAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGTGGCACCTGATATAGCATTCCCTCGAATAAATAATATAAGTTTC

TGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612031 Oligochaeta sp. water mite diet isolate 5628-BHL032417-GBD3742_15168-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACACGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTTTAATACTTGGAGCACCT

GACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTATCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGT

AGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612032 Oligochaeta sp. water mite diet isolate 5640-BHL032417-GBD21239_14512-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGGTCATTCCTAGGAAAAGATCAACTATATAATACTCTAGTAACTGCACACGCATC

CCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCCATTAGTTTCTTGTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612033 Oligochaeta sp. water mite diet isolate 5681-BHL032417-GBD12704_11790-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACCGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGTTT

TTGACTTCTCCCCCCATCTTTAACTC---TTCTTCTATCTTGTTCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612034 Oligochaeta sp. water mite diet isolate 5712-BHL032417-GBD17726_15122-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGATTTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACACGCATT

CCTAATAATTTTTTTTATGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGAATCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612035 Oligochaeta sp. water mite diet isolate 5754-BHL032417-GBD24548_5672-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTTTACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGCCTTAACAATTTAAGATTCTGACTACTACCACCTTCACGAAACCTATTAGTATCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612036 Oligochaeta sp. water mite diet isolate 5811-BHL032417-GBD13523_20407-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGGTTGAGCTGGAATAATTGGAACAGGAACTAGAATATT

AATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCAT

TCCTAACAATTTTCTTTCTGGTTATACCAGTTTTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACATAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTGGTTTCGTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612037 Oligochaeta sp. water mite diet isolate 5818-BHL032417-GBD24393_24868-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CATAATATTTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

GGATATAGCTTTCCCCCGACTTAACAACTTAAGATTCTGACTACTACCACCTTCACTAATCTTATTGGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612038 Oligochaeta sp. water mite diet isolate 5983-BHL032417-GBD13671_19698-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAATTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAGCTGCCCATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612039 Oligochaeta sp. water mite diet isolate 6016-BHL032417-GBD15269_13688-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTTCCTCGAATAAATAATATAAGATT

CTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612040 Oligochaeta sp. water mite diet isolate 6127-BHL032417-GBD20094_17684-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGAATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACGATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAATATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612041 Oligochaeta sp. water mite diet isolate 6156-BHL032417-GBD9845_7401-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTTTACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTATTTATACCAGTATTTATTGATGGCTTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATACAGCTTTCACACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTATCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612042 Oligochaeta sp. water mite diet isolate 6275-BHL032417-GBD6534_11090-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATATTTAATTTTAGGACTTTGAGCCGGAATATTTGGAACCGGAACTAGAATATTA

ATTCGGCTTGAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATGGCCTTCCCACGACTAAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTATTGGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612043 Oligochaeta sp. water mite diet isolate 6719-BHL032417-GBD20465_5941-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTGATCTTAGGAGTTTGAGCTGGAATAATTGCAACAGTAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612044 Oligochaeta sp. water mite diet isolate 6725-BHL032417-GBD13339_28170-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCATGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATACATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGACACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCA--AGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612045 Oligochaeta sp. water mite diet isolate 8389-BHL101416-GBD5608_21761-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATCCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACGTAACAATTTAAGATTCTGACTACTACTACCCCCATCACTAATCCTATTAGTTTCTTCTGCT

GCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612046 Oligochaeta sp. water mite diet isolate 8406-BHL101416-GBD11952_9993-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTATTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGTTT

TTGACTTTTACCCCCTTCTTTA--TCT-TTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612047 Oligochaeta sp. water mite diet isolate 8417-BHL101416-GBD16923_26155-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCCAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATGTGGCCTTCCCACGACTTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTAGTTTCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612048 Oligochaeta sp. water mite diet isolate 8421-BHL101416-GBD20540_25164-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTCTACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAAAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTAGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTTCCACCTTCACTAATCCTATTAGTATCTTCTGCAGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612049 Oligochaeta sp. water mite diet isolate 8425-BHL101416-GBD28894_16682-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAACTCATAAAGATATTGGCACTTTATACATTATTTTTGGAGCTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGAGTTAACAATGTAAGATTCTGACTACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCT

GCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612050 Oligochaeta sp. water mite diet isolate 8430-BHL101416-GBD12928_2316-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATATTAGGAGCCCCT

GATATAGCATTTCCTCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTC-

TTTATATTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612051 Oligochaeta sp. water mite diet isolate 8438-BHL101416-GBD26039_6135-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGATTGAGCTGGAATAATTGGAACAGGAACTAGAATATG

AATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAAATCAACTATATAATACTCTAGTAACTGCACATACAT

TCCTAATAATTTTCTTTCTGATTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAACTGGAA

Using NCBI BLASTN in June 2018, this sequence was 85.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612052 Oligochaeta sp. water mite diet isolate 8452-BHL101416-GBD19842_8454-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTCGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTCCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTGCTGTTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612053 Oligochaeta sp. water mite diet isolate 8456-BHL101416-GBD11634_16003-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGCTTGATCTGGAATAATTGGAACAGCATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTTGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATGCTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612054 Oligochaeta sp. water mite diet isolate 8467-BHL101416-GBD23140_8761-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGTATA

TTAATTCGAGCTGAATTAGGTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGC

ATTCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCA

CCAGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTG

CCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.4% 

identical to accession ID KU728854, identified in GenBank 

as Mesenchytraeus antaeus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW612055 Oligochaeta sp. water mite diet isolate 8469-BHL101416-GBD27103_11181-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGTACACTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCTTT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612056 Oligochaeta sp. water mite diet isolate 8471-BHL101416-GBD23718_4471-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTAATTCGGATTGAATTAGCTC

AACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTTTTTTTAG

TTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATGGCCTTCCCACGAC

TTAACAATTTAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612057 Oligochaeta sp. water mite diet isolate 8474-BHL101416-GBD25676_11088-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTTGGAGTTTGAGCTGGAATAATTGGAACATGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGTGATCAAATATATAATACTCTAGTAACTGCACATGCATTT

ATAATAATTTTTTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612058 Oligochaeta sp. water mite diet isolate 8479-BHL101416-GBD28441_14433-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAGTTTAAGTTTTTGACTTTTACCCCCTTC-

TTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612059 Oligochaeta sp. water mite diet isolate 8480-BHL101416-GBD16339_14074-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAATTATATAATACTCTAGTAACTGCTCATGCATTC

CTAATAATTTTCTTTCTGATGATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATATTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612060 Oligochaeta sp. water mite diet isolate 8484-BHL101416-GBD14447_9157-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCATTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCGTCATTAACCCTATTAGTATCTTCCGCTGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612061 Oligochaeta sp. water mite diet isolate 8486-BHL101416-GBD18596_4335-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATATCATAAAGATATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAATTGGAACAGGAACTAGAATATT

AATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTATCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATCGACTTCTACCTCTAATACTTGGAGCAC

CAGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTTACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612062 Oligochaeta sp. water mite diet isolate 8487-BHL101416-GBD9924_12161-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTAGCAATGAATTATCTCAATCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGGTTTCCCACGACTTAACAATTTAATATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612063 Oligochaeta sp. water mite diet isolate 8491-BHL101416-GBD6873_17749-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTCATCTTAGGAGCTTGAGCTGGAATAATTGGAACAGGACCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTTTTTCAGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612064 Oligochaeta sp. water mite diet isolate 8502-BHL101416-GBD28887_18364-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGACCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTCTATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGTTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAAATTAAGATTCTGACTACTACCACCTGCACTAATCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612065 Oligochaeta sp. water mite diet isolate 8503-BHL101416-GBD27134_14970-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGAAACTAGAATATTA

ATTCGGATTGAATTATCCCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACTAGTATTTATTGGTGGATTTGGAAACTGACTTCTACCTCTAATACTTGGAGCTCCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAA

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612066 Oligochaeta sp. water mite diet isolate 8505-BHL101416-GBD19827_12298-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATTTAGTATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAAAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTATACCAGTATTAATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTATCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612067 Oligochaeta sp. water mite diet isolate 8507-BHL101416-GBD19741_21199-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTGTGAGCTGGAATAATTGGAACAGGAACTAGAATATT

AATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTTCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCATTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTATGACTACGACCACCTTCACTAATCCTATTAGATTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612068 Oligochaeta sp. water mite diet isolate 8512-BHL101416-GBD16038_7532-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACCGGAACTAG

AATATTAATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCAC

ATGCATTCCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTATACCTCTAATACTTGG

AGCACCAGATATGGCCTTCCCACGACTTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTAGTTTCTTCT

GCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.6% 

identical to accession ID AF534834, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612069 Oligochaeta sp. water mite diet isolate 8514-BHL101416-GBD5367_17994-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAACAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTCCTAATAATTTTCTTACTGGTTATACCAGTATTTAT

TGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGATTTAACAATTTAAGATT

CTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.8% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612070 Oligochaeta sp. water mite diet isolate 8516-BHL101416-GBD16151_4126-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCTACTCTATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGGGCACCA

GATATAGCTTTCCCATGCCTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612071 Oligochaeta sp. water mite diet isolate 8519-BHL101416-GBD27440_19537-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAACTCATAAAGATATTGGTACACTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAAGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTGATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTGCCCACGACTTAACAAGTTAAGATTCTGACTACTACCACCTTCACTAATCCGATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612072 Oligochaeta sp. water mite diet isolate 8522-BHL101416-GBD12624_11443-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCT

GACGTAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTCTCTAGTTCTTTCGT

AGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612073 Oligochaeta sp. water mite diet isolate 8527-BHL101416-GBD23837_18309-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGCACTGGATTTAGAATATTA

ATTCGGCTTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTGGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612074 Oligochaeta sp. water mite diet isolate 8540-BHL101416-GBD17105_27331-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACATCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612075 Oligochaeta sp. water mite diet isolate 8541-BHL101416-GBD25887_24230-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAAATAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATACATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCATCAGATATAGCTTTCCCACGACTTAACAATTTAAGATT

CTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612076 Oligochaeta sp. water mite diet isolate 8551-BHL101416-GBD23374_24485-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGATTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATTC

CTAATAATTTTTTTTCTGGTTGTACCAGTATTTATTGGTGGATTTGGAAATTGACTACTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612077 Oligochaeta sp. water mite diet isolate 8557-BHL101416-GBD26146_12792-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGATCTACAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CATAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGAC

CTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612078 Oligochaeta sp. water mite diet isolate 8565-BHL101416-GBD26542_21489-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTCGAATATTC

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCATGACTTAACAATTTAAGTTTCTGACGTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612079 Oligochaeta sp. water mite diet isolate 8569-BHL101416-GBD5495_14441-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

AGTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGCTATACCAGTATTAATTGGTGGATTTGGAAATGGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCTGCC

GTAGAAAATGGAGCAGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612080 Oligochaeta sp. water mite diet isolate 8576-BHL101416-GBD8092_19951-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTATACCAGTATTAATTGGAGGATTTGGAAACTGACTGCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCTCACGACTTAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612081 Oligochaeta sp. water mite diet isolate 8579-BHL101416-GBD22506_6764-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CTTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATGGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCATTAATCCTATTAGTGTCTGCTGCGGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612082 Oligochaeta sp. water mite diet isolate 8583-BHL101416-GBD11535_11578-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGAATTAACAATATAAGATTCTGATTCCTACCACCTTCACTAATCCTATTAGTTTCTTCGGCTGC

CATAGAAACTGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612083 Oligochaeta sp. water mite diet isolate 8586-BHL101416-GBD8200_23852-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTCGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCATCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGTGGATTTGGAAACTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612084 Oligochaeta sp. water mite diet isolate 8588-BHL101416-GBD22811_7892-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATTATAAAGATATTGGCACCCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTGGAATAAT

AATTCGGGTTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTTTCTGGTTATACCAGTACTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612085 Oligochaeta sp. water mite diet isolate 8590-BHL101416-GBD13281_20451-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTTTTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCATCA

GATATAGCTTTCCCACGAATAAACAATATAAGATTCTGGCTAGTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612086 Oligochaeta sp. water mite diet isolate 8592-BHL101416-GBD3766_11413-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAACAGATCAACTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTTTTTCTTGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAG

ATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCATCACTAATCCTATTAGTTTCAACTGCAGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612087 Oligochaeta sp. water mite diet isolate 8593-BHL101416-GBD3696_13945-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGACCATTCCTAGTAAGAGATCAACTATATAATACCCTAGTAACTGCACATGCATT

CCTAATATTTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCATCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCGTCTGCTGCC

GTAGAAAAGGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612088 Oligochaeta sp. water mite diet isolate 8595-BHL101416-GBD19483_17289-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGTATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGATGTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCAAATCAGTTTCTTCTGCGGC

CGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612089 Oligochaeta sp. water mite diet isolate 8601-BHL101416-GBD15707_8785-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCT

GATATAGCTTTTCCTCGAATAAACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGT

AGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612090 Oligochaeta sp. water mite diet isolate 8603-BHL101416-GBD27645_22557-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGTACACTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGGTTGAATTATGTCAACCAGGATCATTTCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCATCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCA

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612091 Oligochaeta sp. water mite diet isolate 8604-BHL101416-GBD15403_27730-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAGCTTTATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCC

GATATAGCTTTCCCACGGTTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612092 Oligochaeta sp. water mite diet isolate 8605-BHL101416-GBD24581_12357-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

TTTCTGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGC-

TTCCCTACGACTTAACAATTGAAGATTCTGACTACTACCACCTACACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612093 Oligochaeta sp. water mite diet isolate 8606-BHL101416-GBD12675_3036-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAGTTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTACACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGTTT

CTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612094 Oligochaeta sp. water mite diet isolate 8607-BHL101416-GBD2149_15507-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTGGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATTT

CTAGTAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCTCTAACCCTATTAGTATCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612095 Oligochaeta sp. water mite diet isolate 8612-BHL101416-GBD15105_5518-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCT

GATATAGCATTCCCACGATTAAATAAAATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612096 Oligochaeta sp. water mite diet isolate 8619-BHL101416-GBD22194_8239-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCTCTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCCCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTTCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GAAATAGCTTTCCCACGACTTAACAAATTAAGATTCTGACTACTACCACCTTCACTAAACCTATTAGTTTCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612097 Oligochaeta sp. water mite diet isolate 8623-BHL101416-GBD3586_18078-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTATCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTATCTCTAATACTTGGAGCACT

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACCACTACCACCTTCACCAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612098 Oligochaeta sp. water mite diet isolate 8626-BHL101416-GBD21609_22043-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGTACACTATACTTAATCTTAGGAGTTTGAGCCGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGACTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTATCACCTTCACTAATCCTATTAGTTTCTTCCGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612099 Oligochaeta sp. water mite diet isolate 8641-BHL101416-GBD18283_22705-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAGTCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAATTAGCATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTTGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCCACCTCTAATAGTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612100 Oligochaeta sp. water mite diet isolate 8643-BHL101416-GBD6168_14494-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGATCTGGAATAATTGGAACTGGCACTAGAATATTA

ATTCGGATTGAATTATCTCAACCTGGATCATTCCTAGGAAGTGATCAACTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATATAAGATTCGGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612101 Oligochaeta sp. water mite diet isolate 8646-BHL101416-GBD15772_27980-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATCAAGATATTAGCACTCTATACTTAATCTTAGGAGATGGAGCTGGAATACTTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGTTCATTCCTAGGAAAAGATCAACTATATAGTACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACCTGGAGCACCA

GATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATGAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612102 Oligochaeta sp. water mite diet isolate 8651-BHL101416-GBD10170_27433-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGGGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTT

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GACATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCATCACTAATCCTACTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.9% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612103 Oligochaeta sp. water mite diet isolate 8665-BHL101416-GBD28046_13410-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTGTACTTAATCTTAGGAGGTTGAGCTGGAATAATTGGAACAGGAACTAGAATATT

AATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATACAGCTTTCCCACGCCTTAACAATATAAGATTCTGACTACTCCCACCTTCACTAATCCAATCAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612104 Oligochaeta sp. water mite diet isolate 8677-BHL101416-GBD21323_8848-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTAAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACCTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTCCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612105 Oligochaeta sp. water mite diet isolate 8679-BHL101416-GBD23173_26869-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGTAACTAGAATATTA

ATTCGTATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAGTACTCTAGTTACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTTTTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATAATTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612106 Oligochaeta sp. water mite diet isolate 8693-BHL101416-GBD22236_23776-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGTATATTA

ATTCGGATTGAATTATCTCAACTAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTCCCCACGACATAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCAATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612107 Oligochaeta sp. water mite diet isolate 8698-BHL101416-GBD5728_10113-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATA

TTAATTCGAGCTGAATTAGGTCAACCAGGATCATTCCTAGGGAGAGAACAGCTATATAATACTCTAGTAACTGCACATGC

ATTCCTAATAATTTTTTTTATAGTTATACTAGTATTTATTGGTGGATTTGGAAATTGACTTCTGCCTCTAATACTTGGAGCA

CCAGATATGGCCTTCCCATGACTTAACAATTTAAGATTTTGACTTCTACCCCCTTCACTAATCCTACTAGTTTCTTCTGCTG

CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.6% 

identical to accession ID KU728856, identified in GenBank 

as Mesenchytraeus hydrius. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612108 Oligochaeta sp. water mite diet isolate 8699-BHL101416-GBD26159_24107-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACATGTACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTGATACCAATATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCATTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612109 Oligochaeta sp. water mite diet isolate 8700-BHL101416-GBD27830_15967-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGATTTATCTCAACCAGGATCATTCATAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATTT

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCCCGACTTAACAATATAAGATTCTGACTACTACCACCTTCTCTAATCATATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612110 Oligochaeta sp. water mite diet isolate 8702-BHL101416-GBD25973_6406-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGCTTGATCTGGAATAATTGGAACATGAACTAGTATATTTA

TTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAAATATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCGATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612111 Oligochaeta sp. water mite diet isolate 8709-BHL101416-GBD12707_14360-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGAAACAGGGACTAGAATATTA

ATTAGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATCGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAACATAAGATTCTGACTACTACCACCTTCTCTAACCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612112 Oligochaeta sp. water mite diet isolate 8710-BHL101416-GBD15539_3197-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGAAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGGAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTCCCCCCTTCACTAATCCTATTATTTTCTTCAGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612113 Oligochaeta sp. water mite diet isolate 8721-BHL101416-GBD7167_19746-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAGCCAGGATCATTCCTAGGAAGGGATCAACTATATAATACTCCAGTAACTGCACATGCATT

CCTATTAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTATCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612114 Oligochaeta sp. water mite diet isolate 8722-BHL101416-GBD19223_16682-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTCATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCCGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGTAAATTGACTTCTAACTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGAATTAACAATATAAGATTCTGACTACTACCACCTTCATTAACCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612115 Oligochaeta sp. water mite diet isolate 8724-BHL101416-GBD21551_25282-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGTACACTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAATCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CATAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACTTCTACTACTAGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612116 Oligochaeta sp. water mite diet isolate 8728-BHL101416-GBD16288_16098-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCTGGAATAATTGGAACGGGGACTAGAATATTA

ATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGAGGATTTGGTAATTGACTACTACCTCTAATACTTGGAGTACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612117 Oligochaeta sp. water mite diet isolate 8733-BHL101416-GBD22728_18542-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTTGGTGTTTGATCTGGAATAATTGGAACTGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTTCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612118 Oligochaeta sp. water mite diet isolate 8736-BHL101416-GBD29404_17743-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAACCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTCCCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCATCACTAAGCCGAGGAGGGGCGGCGGCGG

CCGGAGAAAAGGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612119 Oligochaeta sp. water mite diet isolate 8741-BHL101416-GBD21015_20409-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGAATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGAATTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCATGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCGATTAGTATCTTCTGCTGC

CGTAGAAAATGGAGCGGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612120 Oligochaeta sp. water mite diet isolate 8744-BHL101416-GBD4142_9881-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGTACACTATACTTTATTTTTGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

GTTCGGATTGAATTATATCAACCAGGATCATTCCTAGGAAGTGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCGTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612121 Oligochaeta sp. water mite diet isolate 8754-BHL101416-GBD13591_17105-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGCTTGAGCTGGCATAATTGGAACAGGATTTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACCGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGATCTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612122 Oligochaeta sp. water mite diet isolate 8757-BHL101416-GBD24813_11865-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTATAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACCCTAGTAACTGCACATACATT

CCTAATAATTTTCTTTCTGATTATACCAGTATTTATTGGTGGATTTGGAAAATGACTTCTACCTCTAATACTTGGAGTACC

AGATATAGCTTTCCCATGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCT

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612123 Oligochaeta sp. water mite diet isolate 8764-BHL101416-GBD21507_13108-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGTATATTG

ATTCGGATTGAATTATATCAACCAGGAGCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTTGTGGATGTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAAACCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612124 Oligochaeta sp. water mite diet isolate 8765-BHL101416-GBD26355_17759-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAAAGATCAACTATATAATACTATAGTAACTGCACATGCATT

CCTTATAATTTTCTTTCTCGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTGTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612125 Oligochaeta sp. water mite diet isolate 8785-BHL101416-GBD5443_8657-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAAT

TCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCTTTCCT

AATAATTTTTTTTCTAGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGA

TATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCTCTAACCCTATTAGTTCCTTCTGCAGCCGT

AGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612126 Oligochaeta sp. water mite diet isolate 8786-BHL101416-GBD22095_23532-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCAGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGAATTGAATTATCTCAACCAGGATCATTCATAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGAGGATTTGGAAATTGACTTCTACCACTAATACTTGGAGCACCA

GATATAGCTTTCCCACGAATAAACAATTTAAGATTCTGACTACTACCACCATCACTAATCCTATTAGTTTCTTCTGCAGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612127 Oligochaeta sp. water mite diet isolate 8790-BHL101416-GBD15616_8461-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATACTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGAAACTGACTAGTACCTCTAATACTTGGAACTCC

AGATATGGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAGTTTCTTCTGCAGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612128 Oligochaeta sp. water mite diet isolate 8802-BHL101416-GBD3657_20837-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGATATCAACTTTATAATACTCTTGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACGA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612129 Oligochaeta sp. water mite diet isolate 8806-BHL101416-GBD27830_21839-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACACTATACTCTATTTTTGGAGCTTGTTCAGGAATACTAGGAACTTCTTTAAGTATA

TTAATTCGGATTAAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAGTACTCTAGTAACTGCACATGC

ATTCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCA

CCAGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTG

CCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.6% 

identical to accession ID KU728854, identified in GenBank 

as Mesenchytraeus antaeus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW612130 Oligochaeta sp. water mite diet isolate 8813-BHL101416-GBD12786_10543-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCAATCTATACTTAATCTTAGGAGTTTGATCTGTAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAATGATCAACTATATAATACTTTAGTTACTGCACATGCATTC

CTAATAATTTCCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACTA

GATATAGCTTTTCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612131 Oligochaeta sp. water mite diet isolate 8816-BHL101416-GBD7510_13066-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTTA

GGAAGGGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATTG

GAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATTT

TGACTATTACCCCCACCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612132 Oligochaeta sp. water mite diet isolate 8817-BHL101416-GBD7593_14146-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAGCAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATATCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACGACCCCCTTCACTAACCCTACTAGTATCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612133 Oligochaeta sp. water mite diet isolate 8819-BHL101416-GBD15833_26258-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATCTTCGGAGCTTGAGCTGGAATAATTGGAACAGGCACTAG

AATATTAATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCAC

ATGCATTACTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGG

AGCACCAGATATAGCTTTCCCACGAATAAACAACATAAGATTCTGACTACTACCACCATCACTAACCCTATTAGTATCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612134 Oligochaeta sp. water mite diet isolate 8820-BHL101416-GBD22773_5766-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACATGAACTAGAATATTT

ATTCGGAATGAATTATCTCAACCAGGATCATTCCTAGGAAAAGATCAACTTTATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGTATCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612135 Oligochaeta sp. water mite diet isolate 8829-BHL101416-GBD2985_14626-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTTTATACTTTATCTTTGGAGTTTGAGCTGGAATAATTGGAACTGGATCTAGAATATTA

ATTCGGATTAAATTATCTCAATCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612136 Oligochaeta sp. water mite diet isolate 8852-BHL101416-GBD4388_11584-Lq60 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612137 Oligochaeta sp. water mite diet isolate 8897-BHL032417-GBD3901_8736-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCATCTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612138 Oligochaeta sp. water mite diet isolate 9547-BHL032417-GBD9068_11473-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612139 Oligochaeta sp. water mite diet isolate 9551-BHL032417-GBD4804_17277-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAAACAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTTGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACCACTACCACCTTCACTAACCCTATTAGTTTCCTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612140 Oligochaeta sp. water mite diet isolate 9646-BHL032417-GBD26792_19139-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTACTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTAATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCCCC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAACCTTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612141 Oligochaeta sp. water mite diet isolate 9651-BHL032417-GBD14546_17102-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTTTTTATTGGTGGATTTGGAAATTGACTGCTTCCTCTAATACTCGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCTCTAACCCTATTAGTTTCTTCTACTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612142 Oligochaeta sp. water mite diet isolate 9720-BHL040517-GBD10098_4620-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTGTACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612143 Oligochaeta sp. water mite diet isolate 9768-BHL040517-GBD16608_21093-1Lq57 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCCGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGA

CGAAATAATGTAAGATTATGACTACTACCCCCATCTCTAAGCTTACGAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612144 Oligochaeta sp. water mite diet isolate 9900-BHL040517-GBD17329_14524-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGGACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACC

AGATATAGCTTTCCCACGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATA

GTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612145 Oligochaeta sp. water mite diet isolate 9915-BHL040517-GBD9667_19895-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTTCTGGTTATACCAGTATTT

ATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGACTTAACAATTTAAG

ATCCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612146 Oligochaeta sp. water mite diet isolate 9938-BHL040517-GBD12195_3491-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTACACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCGCGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATT

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.9% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612147 Oligochaeta sp. water mite diet isolate 9953-BHL040517-GBD25598_17549-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCATGATCATTCATAGGAAAAGATCAACTATATAATACTCTAGTAACTTCACATGCATTC

CTAATAATTTTCTTTCTAGTTATACCAGTATTTATTGGAGGCTTTGGAAATTGACTTCTACCTCTAATACTTGGTGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612148 Oligochaeta sp. water mite diet isolate 9955-BHL040517-GBD20873_5385-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGTACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTAGTTATACCAATATTAATTGGAGGATTTGGAAATTGACTACTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTACACTAACCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612149 Oligochaeta sp. water mite diet isolate 9960-BHL040517-GBD22827_26735-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACC

AGATATAGCTTTCCCACGACTTAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612150 Oligochaeta sp. water mite diet isolate 9974-BHL040517-GBD4845_18273-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAATAATATAAGATT

TTGATTATTACCCCCTTCATTAA---CCTTACTTTTATCGAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612151 Oligochaeta sp. water mite diet isolate 9980-BHL040517-GBD22738_24887-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTC

AACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTCTGG

TTATACCAGTATTTATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 83.8% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612152 Oligochaeta sp. water mite diet isolate 10032-BHL040517-GBD13102_3285-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGATCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTCCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTGCTACCCCCTTCACTAACCCTATCAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612153 Oligochaeta sp. water mite diet isolate 10039-BHL040517-GBD14551_25793-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGCTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTAGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTGCTACCACCTTCACTAACCCTATTAGTATCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612154 Oligochaeta sp. water mite diet isolate 10069-BHL040517-GBD15133_25827-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAG

AATATTAATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCAC

ATGCATTCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAG

GAGCCCCCGATATAGCTTTCCCACGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAG

ATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612155 Oligochaeta sp. water mite diet isolate 10076-BHL040517-GBD23768_12906-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACATGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTGTTTCTGGTTATACCAATTTTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTACTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612156 Oligochaeta sp. water mite diet isolate 10078-BHL040517-GBD27884_19688-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGAAACTAGTATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGTTCTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTCCCACCTACACCAATCCAAATAGTTTCTTCTGCTGCC

GTAGAAAATGGCGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612157 Oligochaeta sp. water mite diet isolate 10079-BHL040517-GBD19949_10662-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTCTCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTATAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACC

TGACATAGCCTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTAG

TAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 82.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612158 Oligochaeta sp. water mite diet isolate 10087-BHL040517-GBD20649_11052-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGCTTGAGCTGGAATAATTGGAACATGATTTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGTGATCAACTATATAATACTCTTGTAACTGCACATGCATTT

CTAATAATTTTTTTTCTGGTTATACCAGTTTTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612159 Oligochaeta sp. water mite diet isolate 10102-BHL040517-GBD26773_17128-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTATAGTAATACCAATTTTAATT

GGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCACGAATAAATAATATAAGATT

TTGACTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612160 Oligochaeta sp. water mite diet isolate 10105-BHL040517-GBD20692_24341-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACATGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCTCATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCCCCA

GACATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612161 Oligochaeta sp. water mite diet isolate 10106-BHL040517-GBD12851_7208-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACC

TGACATAGCTTTTCCTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612162 Oligochaeta sp. water mite diet isolate 10115-BHL040517-GBD17798_15972-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAGTACTTGGGGCACCTGATATAGCATTTCCCCGAATAAATAATATAAGATT

TTGACTTTTGCCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612163 Oligochaeta sp. water mite diet isolate 10124-BHL040517-GBD8557_22866-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACACTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCTCGACTAAACAATATAAGATTCTGACTACTTCCCCCTTCTCTAACCCTACTACTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612164 Oligochaeta sp. water mite diet isolate 10130-BHL040517-GBD15110_12475-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACTTGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACTAGGAACATTCCTAGGAAGAGATCAACTATATAATATTCTAGTAACTGCACATGCATT

TCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612165 Oligochaeta sp. water mite diet isolate 10131-BHL040517-GBD7474_18890-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAGTTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGATTATTACCCCCTTCATTAACCTTACCTTTAT--CAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.8% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612166 Oligochaeta sp. water mite diet isolate 10134-BHL040517-GBD11465_24630-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTTATCTTTGGAGTTTGAGCTGGAATAATTGGAACAGCACCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTGTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612167 Oligochaeta sp. water mite diet isolate 10135-BHL040517-GBD13812_22894-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATAGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGATCTAGAATATTT

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATTT

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTCCCCCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612168 Oligochaeta sp. water mite diet isolate 10151-BHL040517-GBD5619_19974-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTC

AACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTCTGG

TTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATGATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612169 Oligochaeta sp. water mite diet isolate 10158-BHL040517-GBD22485_22004-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTTATTTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGAACATTCCTAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTATGGTTATACCAGTTTTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612170 Oligochaeta sp. water mite diet isolate 10159-BHL040517-GBD7265_10753-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGGATATTA

ATTCGAGCTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612171 Oligochaeta sp. water mite diet isolate 10162-BHL040517-GBD23440_7542-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGGATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTTGTAACTGCTCATGCATTC

CTTATAATTTTTTTTCTAGTTATACCAATATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAG

ATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCTGCCGT

AGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612172 Oligochaeta sp. water mite diet isolate 10172-BHL040517-GBD16975_23996-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCTGGAATAATTGGAACAGGTACTAGAATATTA

ATTCGAATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATTC

ATAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTACTACCTCCAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCAGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612173 Oligochaeta sp. water mite diet isolate 10181-BHL040517-GBD19209_20015-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTCATCTTAGGAGTTTGATCTGGAATAATTGGAACAGGACCTAGAATATTA

ATTCGGATTGAATTATCTCACCCAGGATCATTCCTAGGAAAAGATCAACTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAATATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATATTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATCTAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612174 Oligochaeta sp. water mite diet isolate 10185-BHL040517-GBD4923_7100-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAGGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTATGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCCCCA

GATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACCACTACCCCCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612175 Oligochaeta sp. water mite diet isolate 10198-BHL040517-GBD28392_14995-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTCATCTTAGGAGCTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATT

TCTAATAATTTTCTTTCTGGTTATACCAATTTTAATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612176 Oligochaeta sp. water mite diet isolate 10224-BHL040517-GBD22146_9536-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAGTTGGAACGGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAAAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGGCTACTACCACCTTCTCTAACCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612177 Oligochaeta sp. water mite diet isolate 10233-BHL040517-GBD26858_12514-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGCTTGAGCTGGAATAGTTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCTCATGCATTC

CTAATAATTTTTTTTATGGCTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612178 Oligochaeta sp. water mite diet isolate 10241-BHL040517-GBD14933_27982-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTTTATATTTTATTTTTGGAGTTTGAGCTGGAATAATTGGAACAGGAATTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTTGTAACTGCACATGCATTT

CTAATAATTTTCTTTCTAGTTATACCAATATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612179 Oligochaeta sp. water mite diet isolate 10243-BHL040517-GBD23148_21936-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACT

AATTCGGATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCAT

TCCTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGAGGATTTGGAAATTGACTACTACCTCTAATACTTGGAGCTC

CAGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612180 Oligochaeta sp. water mite diet isolate 10248-BHL040517-GBD12733_21801-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612181 Oligochaeta sp. water mite diet isolate 10251-BHL040517-GBD29119_14185-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGATCTGGAATAATTGGAACAGCATCTAGCATATTA

ATTCGTATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTT

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGAAATGGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612182 Oligochaeta sp. water mite diet isolate 10255-BHL040517-GBD24978_15857-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCCTGGAGCCTTTTTAGGATGAG

ACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATTGGAGGATT

TGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTAATATAGCATTCCCACGATTAAATAATATAAGATTTTGACTATT

ACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCGGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612183 Oligochaeta sp. water mite diet isolate 10259-BHL040517-GBD20083_24056-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCTCTCTATACTTCATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGAAATTGACTGCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCCCCTTCTCTAACCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612184 Oligochaeta sp. water mite diet isolate 10262-BHL040517-GBD23352_17368-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGTATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

TCTTATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAACATAAAATTCTGACTACTACCCCCTTCACTAATCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612185 Oligochaeta sp. water mite diet isolate 10267-BHL040517-GBD25632_23269-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTATAGGAACAAG

ACTATTAATTCGGCTTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCAC

ATGCATTCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGG

AGCACCAGATATAGCTTTCCCACGACTTAACAATTTAAGACTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCT

GCTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KY633407, identified in GenBank as 

Specaria josinae. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612186 Oligochaeta sp. water mite diet isolate 10268-BHL040517-GBD16382_17603-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTTTATACTTTATCTTAGGAGCTTGAGCTGGAATAATTGGAACATGATTTAGTATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTTGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTT

CTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGAATTAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612187 Oligochaeta sp. water mite diet isolate 10269-BHL040517-GBD14820_11502-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAAT

TCGGATTGAATTACCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCC

TAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAG

ATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGT

AGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612188 Oligochaeta sp. water mite diet isolate 10279-BHL040517-GBD7609_16784-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTTGTAACTGCACATGCATTC

CTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGCAATTGACTTCTACCTCTAATACTTGGAGCCCCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGTCTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612189 Oligochaeta sp. water mite diet isolate 10283-BHL040517-GBD19455_8061-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAATCATAAAGATATTGGCACTTTATACTTTATCTTTGGAGTTTGATCTGGAATAGTTGGAACAGGTACTAGAATATTAA

TTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTC

CTTATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612190 Oligochaeta sp. water mite diet isolate 10294-BHL040517-GBD7634_18450-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATCTTAGGAGTTTGAGCAGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTC

AACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTCTGG

TTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612191 Oligochaeta sp. water mite diet isolate 10307-BHL040517-GBD21638_25309-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGATTAGTACCTCTTATACTGGGAGCCCC

AGATATAGCATTTCCCCGAATAAATAATATAAGATTTTGACTTTTGCCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATT

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612192 Oligochaeta sp. water mite diet isolate 10326-BHL040517-GBD6353_13292-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGCTTGAGCTGGAATAATTGGAACTGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCTCGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGTCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612193 Oligochaeta sp. water mite diet isolate 10331-BHL040517-GBD10945_12103-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCTGGAATAATTGGAACAGGGACTAGAATATTA

ATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCATT

CTTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGAGGATTTGGAAACTGACTACTACCACTAATACTTGGAGCACC

AGATATGGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCCTATTAGTTTCTTCTGCAGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612194 Oligochaeta sp. water mite diet isolate 10334-BHL040517-GBD22635_18210-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGATTTAGAATATTA

ATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATATTTTAGTAACTGCACATGCATTC

CTAATAATTTTTTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAAACCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612195 Oligochaeta sp. water mite diet isolate 10341-BHL040517-GBD8376_19248-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CTTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGTGGATTTGGAAATTGATTACTACCTCTAATACTTGGAGCTCC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCACTAATCTTACTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612196 Oligochaeta sp. water mite diet isolate 10345-BHL040517-GBD11113_21833-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTAGTTATACCAGTTTTTATTGGAGGATTTGGAAATTGACTTCTACCTTTAATACTCGGAGCACCA

GATATAGCATTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCGGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612197 Oligochaeta sp. water mite diet isolate 10346-BHL040517-GBD20582_17193-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CTTAATAATTTTTTTCCTGGTTATACCAGTATTTATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCATCCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTGCATCGGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612198 Oligochaeta sp. water mite diet isolate 10349-BHL040517-GBD12594_23739-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATGTAATACTCATGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCGCC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCAGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612199 Oligochaeta sp. water mite diet isolate 10351-BHL040517-GBD21434_4858-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTTTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGAGCTAGAATATTA

ATTCGGATTAAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACC

AGATATAGCTTTCCCGCGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612200 Oligochaeta sp. water mite diet isolate 10363-BHL040517-GBD18280_25861-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGCTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAATTTTATAATACTCTAGTAACTGCACATGCTTTC

TTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCACTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612201 Oligochaeta sp. water mite diet isolate 10367-BHL040517-GBD11065_7629-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTTCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTT

CTAATAATTTTTTTCCTGGTAATACCAGTATTTATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCATTCCCACGACTAAACAATATAAGATTTTGACTACTACCCCCATCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612202 Oligochaeta sp. water mite diet isolate 10369-BHL040517-GBD2893_16596-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACATGTACTAGAATATTA

ATTCGAGTTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCATTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612203 Oligochaeta sp. water mite diet isolate 10370-BHL040517-GBD24946_20222-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTTGGAGTTTGAGCTGGTATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGAGCATTCATAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612204 Oligochaeta sp. water mite diet isolate 10381-BHL040517-GBD7947_17983-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGAACACTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACATGAACTAGAATATTT

ATTCGGATTGAATTATCCCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAGTACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612205 Oligochaeta sp. water mite diet isolate 10391-BHL040517-GBD26841_8086-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGATCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAAATATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTAGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTAGGAGCACC

AGATAGAGCTTTCCCTCGAATAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612206 Oligochaeta sp. water mite diet isolate 10403-BHL040517-GBD12178_4776-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCAGTCTATACTTAATCTTAGGAGTTTGAGATGGAATAATTGGAACAGGAACTGGAATATT

AATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTAGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGAGACAGCTTTCCCACGCCTTAACAATATAAGATTCTGACTACTACCACCTTCACCAATCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATCGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612207 Oligochaeta sp. water mite diet isolate 10407-BHL040517-GBD17603_20034-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGCTTGAGCTGGAATAATTGGAACAGGAATTAGAATATTA

ATTCGGATTGAATTATCTCACCCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTTCCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGTCTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTCTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612208 Oligochaeta sp. water mite diet isolate 10408-BHL040517-GBD22275_27629-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTTATCTTTGGAGCTTGAGCTGGAATAATTGGAACAGGTTCTAGAATATTA

ATTCGGCTTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCCCCTTCACTAATCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612209 Oligochaeta sp. water mite diet isolate 10411-BHL040517-GBD9936_4820-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGAACTAG

AATATTAATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTTGTAACTGCAC

ATGCATTCCTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGAGGATTTGGAAATTGACTTCTACCACTAATACTTG

GAGCAGCAGATATAGCTTTCCCACGACTAAACAATCCAAGATTCTGACTACTACCACCATCACTAATCCTACTAGTTTCTT

CTGCTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612210 Oligochaeta sp. water mite diet isolate 10413-BHL040517-GBD20354_21461-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTTTATACTTTATCTTAGGAGCTTGAGCTGGAATAATTGGAACAGGAATTAGAATATTA

ATTCGGGTAGAATTATGTCAACCAGGATCATTCCTAGGAAAAGATCAACTTTATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTTTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612211 Oligochaeta sp. water mite diet isolate 10423-BHL040517-GBD5229_12009-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGCTTGAGCTGGAATAATTGGAACGGGACCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTTGTAACTGCACATGCATTT

CTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTTTGCCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAGACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612212 Oligochaeta sp. water mite diet isolate 10427-BHL040517-GBD10167_11733-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCTGGAATAATTGGAACAGGTACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCTTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCACTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTATTAGTTTCTTCTGCAGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612213 Oligochaeta sp. water mite diet isolate 10435-BHL040517-GBD17481_4225-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGCATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTATTTCTGGTTATACCAGTATTAATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCCCCA

GATATAGCTTTCCCACGCCTTAACAATTTAAGATTCTGCCTACTCCCCCCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612214 Oligochaeta sp. water mite diet isolate 10441-BHL040517-GBD15566_18567-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGCTACTAGAATATTT

ATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGTAAAGATCAACTATATAATACTCTAGTAACTGCACATGCTTTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612215 Oligochaeta sp. water mite diet isolate 10449-BHL040517-GBD3032_20730-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTAGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTTGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTAATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTAGGGGCACCTGATATAGCATTCCCTCGAATAAATAATATAAGTTT

TTGACTTCTCCCCCCATCTTTAACTCTTCTTCTT---TCTAGTTCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612216 Oligochaeta sp. water mite diet isolate 10450-BHL040517-GBD16012_24231-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGCATCTAGAATATTT

ATTCGGATTGAATTATCTCAACCAGGATCTTTCATAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTACCACCACCTTCACTAACCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612217 Oligochaeta sp. water mite diet isolate 10452-BHL040517-GBD14237_6882-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGAATAAATAATATAAGTTT

TTGACTTCTCCCCCCATCTTTAACTCCTCTTCTTTCTAGTTCATTT---GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612218 Oligochaeta sp. water mite diet isolate 10469-BHL040517-GBD11594_15547-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGCTACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTACTAGGAAGCGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTATGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612219 Oligochaeta sp. water mite diet isolate 10473-BHL040517-GBD5450_15993-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATAGAATTATCTCAACCAGGATCATTCCTAGGAAAAGATCAACTTTATAATACTCTAGTAACTGCACATGCATTT

CTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGGGCACCA

GATATAGCTTTCCCACGACTTAACAATATAAGACTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612220 Oligochaeta sp. water mite diet isolate 10474-BHL040517-GBD21788_25006-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCTTTT

GTAATAATTTTTTTTCTAGTTATACCAGTATTAATTGGAGGATTTGGAAGTTGACTTCTACCTCTAATATTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612221 Oligochaeta sp. water mite diet isolate 10483-BHL040517-GBD10708_17679-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAATTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCCAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTCTTTTTCTGGTTATACCAGTATTAATTGGAGGATTTGGAAATTGACTACTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612222 Oligochaeta sp. water mite diet isolate 10489-BHL040517-GBD16645_23030-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTTGGAGCTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTT

ATTCGGATTGAATTATCTCAACCAGGATCTTTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTT

ATAATAATTTTCTTCCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612223 Oligochaeta sp. water mite diet isolate 10493-BHL040517-GBD23036_13233-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCTCTCTATACTTTATCTTAGGAGTTTGATCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCTCATGCATTC

ATAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCAGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612224 Oligochaeta sp. water mite diet isolate 10494-BHL040517-GBD6837_23058-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGATCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCACCCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTT

CTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGAAATTGACCTCTACCTCTAATACTCGGAGCACCA

GATATAGCATTCCCACGAATAAACAATATAAGATTCTGACTACTACCCCCGTCACTAACCCTATTAGTATCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612225 Oligochaeta sp. water mite diet isolate 10508-BHL040517-GBD15876_23379-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTTATCTTCGGAGTTTGAGCTGGAATAATTGGAACTGGAACTAGAATATTT

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAA

Using NCBI BLASTN in June 2018, this sequence was 86.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612226 Oligochaeta sp. water mite diet isolate 10512-BHL040517-GBD18232_9343-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTT

TTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612227 Oligochaeta sp. water mite diet isolate 10527-BHL040517-GBD4711_10432-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATCTTCGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGT

ATATTAATTCGGATTGAATTATCTCACCCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACAT

GCATTCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAG

CACCAGATATAGCTTTCCCACGACTTAACAACATAAGATTCTGACTACTACCACCTTCTCTAACCCTATTAGTATCTACTG

CAGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 8516% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612228 Oligochaeta sp. water mite diet isolate 10532-BHL040517-GBD6818_23055-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGTACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACCTCTACCTCTAATATTCGGAGCACC

AGATATAGCATTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCGTCACTAACCCTATTAGTATCTACTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612229 Oligochaeta sp. water mite diet isolate 10543-BHL040517-GBD27185_15831-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGTACTAGTATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGTGATCAACTATATAATACTCTAGTCACTGCACATGCATTT

CTTATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTACTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612230 Oligochaeta sp. water mite diet isolate 10544-BHL040517-GBD13323_2036-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAA

TTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612231 Oligochaeta sp. water mite diet isolate 10545-BHL040517-GBD24364_20216-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGTTCAACTATATAACACTCTAGTTACTGCTCATGCATTT

CTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGAGGATTTGGAAACTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCTCTAATCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612232 Oligochaeta sp. water mite diet isolate 10551-BHL040517-GBD18433_27889-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGATCTGGAATAATTGGAACATCAACTAGAATATTA

ATTCGGGTTGAATTATCTCTACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CATAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612233 Oligochaeta sp. water mite diet isolate 10558-BHL040517-GBD23530_12261-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTAATCTTAGGAGCTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTAAATTATCTCAAACAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATATTCGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612234 Oligochaeta sp. water mite diet isolate 10566-BHL040517-GBD14250_13214-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGA

ATATTAATTCGGATTGAATTATCTCAACCAGGATCATTACTAGGAAGAGATCAACTATATAATACTCTTGTAACAGCACA

TGCATTCCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGA

GCACCAGATATAGCTTTCCCGCGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTACTAGTATCTTCT

GCAGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612235 Oligochaeta sp. water mite diet isolate 10571-BHL040517-GBD16282_16756-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTCATCTTCGGAGTTTGAGCTGGAATAATTGGAACAGGCCCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAAATATATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCCTCACTAACCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612236 Oligochaeta sp. water mite diet isolate 10578-BHL040517-GBD24310_13649-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTCGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATTT

CTAATGATTTTTTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCATTCCCACGACTAAACAATATAAGATTCAGACTACTACCCCCGTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612237 Oligochaeta sp. water mite diet isolate 10583-BHL040517-GBD21260_21179-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGCTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACACTTGTAACTGCACATGCTTTT

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612238 Oligochaeta sp. water mite diet isolate 10585-BHL040517-GBD23368_16549-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAA

TTCGAGCAGAATTAGGACGTCCTGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

CAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612239 Oligochaeta sp. water mite diet isolate 10591-BHL040517-GBD12311_16259-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATATAAGATTTTGACTTTTGCCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATT

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612240 Oligochaeta sp. water mite diet isolate 10595-BHL040517-GBD20958_8924-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAGTTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGAAATTGAATTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGGCTACTACCACCATCACTAATCCTATTAGTTGCTTCGGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612241 Oligochaeta sp. water mite diet isolate 10596-BHL040517-GBD23866_4409-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGCTTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCTTTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTACTACCTCTAATACTGGGAGCACCA

GATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTACTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612242 Oligochaeta sp. water mite diet isolate 10600-BHL040517-GBD15101_6718-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATTC

CTAATAATTTTTTTTCTAGTTATACCAGTATTAATTGGAGGATTTGGAAATCGACTTCTACCTTTAATACTTGGAGCACCA

GATATAGCATTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCGTCACTAACCCTATTAGTATCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612243 Oligochaeta sp. water mite diet isolate 10604-BHL040517-GBD6212_24984-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGCTTGAGCTGGAATAATTGGAACAGGCTCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTTATAATTTTCTTTCTGGTTATACCAGTATTAATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCGTTCCCACGACTAAACAATTTAAGATTTTGACTACTACCACCTTCACTAACCCTATTAGTTTCTGCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612244 Oligochaeta sp. water mite diet isolate 10607-BHL040517-GBD14569_18452-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTTTATACTTTATCTTTGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTCCTGGTTATACCAGTATTAATTGGAGGATTTGGAAATTGACTTCTACCCCTAATACTCGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTATGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612245 Oligochaeta sp. water mite diet isolate 10612-BHL040517-GBD21246_10017-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATATTTGGAACAGGAACTAGAATACTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CTTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAACTGACTAGTACCACTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCAGACTACTACCACCATCACTAATCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612246 Oligochaeta sp. water mite diet isolate 10616-BHL040517-GBD11797_8490-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGACCTAGAATATTA

ATTCGTATCGAATTATCTCACCCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAAATTCTGATTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612247 Oligochaeta sp. water mite diet isolate 10623-BHL040517-GBD15149_27775-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCAGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCCCCA

GACATAGCTTTCCCTCGAATAAACAATTTAAGATTCTGACTACTACCCCCGTCACTAACCCTATTAGTATCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612248 Oligochaeta sp. water mite diet isolate 10634-BHL040517-GBD24956_20824-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTTTATACTTTATTTTTGGAGCTTGAGCTGGAATAATTGGAACAGCATTTAGAATATTA

ATTCGGGTTGAATTATCTCAACCAGGATCATTCCTAGGAAAAGATCAACTATATAATACTCTAGTTACTGCACATGCTTTC

CTAATAATTTTCTTTCTAGTTATACCAATATTAATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTTCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612249 Oligochaeta sp. water mite diet isolate 10636-BHL040517-GBD21917_11150-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGTACAGGAACTAGAATATTT

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAACTGACTTCTACCTCTAATACTTGGAACACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGCTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612250 Oligochaeta sp. water mite diet isolate 10647-BHL040517-GBD16168_20439-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCTGGAATAATTGGAACTGGTACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTTGTAACTGCACATGCATTT

CTTATAATTTTTTTTCTAGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTACTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTACTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612251 Oligochaeta sp. water mite diet isolate 10649-BHL040517-GBD25987_8998-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCGGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTAGTTACTGCACATGCATTT

GTAATAATTTTCTTTCTGGTTATACCAATATTTATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTATCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612252 Oligochaeta sp. water mite diet isolate 10653-BHL040517-GBD25477_8412-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGATCTGGAATAATTGGAACAGGAATTAGAATATTA

ATTCGAATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTATAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATATAAGGTTCTGACTACTACCACCTTCACTAACCCTACTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612253 Oligochaeta sp. water mite diet isolate 10661-BHL040517-GBD6599_25524-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTTTATACTTCATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGCACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGACCATTCCTAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATATTCGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTACAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612254 Oligochaeta sp. water mite diet isolate 10663-BHL040517-GBD8232_24565-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCAGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATAGTCTAGTTACTGCACATGCATT

CTTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTACTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612255 Oligochaeta sp. water mite diet isolate 10675-BHL040517-GBD10594_8657-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTCGGAGCTTGATCTGGAATAATTGGAACATGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTACTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTACTACAAC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612256 Oligochaeta sp. water mite diet isolate 10680-BHL040517-GBD21560_13204-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTTGTTTTAGGAGCTTGAGCTGGAATAATTGGAACTGGGTCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTATACCAATATTAATTGGTGGATTTGGAAATTGACTACTACCTCTAATACTCGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612257 Oligochaeta sp. water mite diet isolate 10681-BHL040517-GBD26442_11698-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGCACTTAGAATATTA

ATTCGGATCGAATTATCTCAAACCGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAATATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTACTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612258 Oligochaeta sp. water mite diet isolate 10684-BHL040517-GBD26642_7884-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGCTTGAGCTGGAATAATTGGAACAGGATTTAGAATATTT

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAAATTTATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTCCTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTTCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612259 Oligochaeta sp. water mite diet isolate 10688-BHL040517-GBD7904_9478-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGCTTGAGCTGGAATAATTGGAACAGCAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGAACATTCCTTGGAAGAGATCAAATATATAATACTCTAGTAACTGCACATGCTTT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCACCTTCTCTAACCCTACTAGTTTCTACTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612260 Oligochaeta sp. water mite diet isolate 10689-BHL040517-GBD17616_13650-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGCACTAGTATATTT

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTTGTAACTGCTCATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCTCTAACCCTATTAGTTTCTTCTGCGGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612261 Oligochaeta sp. water mite diet isolate 10708-BHL101516-GBD23962_6340-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTG

TAGTACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTGATATCATCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612262 Oligochaeta sp. water mite diet isolate 10715-BHL101516-GBD9615_15076-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGTACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCTCATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTATCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612263 Oligochaeta sp. water mite diet isolate 10716-BHL101516-GBD10684_16120-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGA

CTAAATAATATAAGATTTTGATTACTACCCCCATCTCTAACCTTACTACTTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612264 Oligochaeta sp. water mite diet isolate 10719-BHL101516-GBD10356_19065-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCCTG

TAATACCAGTATTTATTGGAGGGTTTGGAAACTGATTAGTACCACTAATGCTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAACTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612265 Oligochaeta sp. water mite diet isolate 10722-BHL101516-GBD27616_9518-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTATACTTATTTTTAGGAGTATGAGCAGGAATAATTGGACCAGGGACTAGATTACTAATTCGACTTGAATTATCACAACC

AGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGACCTCCAGATATGGCTTTCCCACGACTAA

ATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612266 Oligochaeta sp. water mite diet isolate 10724-BHL101516-GBD7096_5529-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGACTACTAATTCGAATTGAATCATCACA

ACCAGGATCATTCTTAGGAAGAGACCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTGATTTCTTCTGCAGCAGTAGAAAAGGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612267 Oligochaeta sp. water mite diet isolate 10727-BHL101516-GBD23293_24679-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATATTTGGAACAGGGACTAGAATACTAGTTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCCCCATGTCTAATCTTACTGATTTCTTCTGCAGCAGTAGAAAATGGAGCTGAA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612268 Oligochaeta sp. water mite diet isolate 10729-BHL101516-GBD8525_16227-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTATTGT

AATACCAGTAATTATCGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCACCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTGCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612269 Oligochaeta sp. water mite diet isolate 10731-BHL101516-GBD22160_4942-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACAGGGTCTAGAATACTAGTTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCATAGTTCCTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAAGCTTACTGATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612270 Oligochaeta sp. water mite diet isolate 10732-BHL101516-GBD4203_20429-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTTGTACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

ATCCAGGATCATTCATAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTGCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCACCAGATATGGCATTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTATTAATTTCTTCTGCAGCAGTAGAAAATGAAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612271 Oligochaeta sp. water mite diet isolate 10733-BHL101516-GBD10346_5641-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGTGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAAATATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCCCCAGATATGGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612272 Oligochaeta sp. water mite diet isolate 10741-BHL101516-GBD24110_10085-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATTATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCACCAGATATGGCTTTCCCACGAATAAATAATTTAAGATTCTGACTACTACCACCGGCTCTAATCTTACTGATATCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612273 Oligochaeta sp. water mite diet isolate 10742-BHL101516-GBD6599_7217-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGACGAGAGCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTTTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612274 Oligochaeta sp. water mite diet isolate 10744-BHL101516-GBD21502_27969-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAAGAATAATTGGAACAGGGACTAGAATA

CTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACACTTGTTACTGCACATGC

ATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGC

TCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTGATCTTACTAATTTCTTCTGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612275 Oligochaeta sp. water mite diet isolate 10748-BHL101516-GBD22689_4589-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAAATATATAACTCCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTG

TAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAACTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCATCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612276 Oligochaeta sp. water mite diet isolate 10750-BHL101516-GBD9188_27148-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTATTTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTATTAATAATTTTCTTTCTTGT

AATACCAATATTTATTGGAGGATTTGGAAAATGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTGATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612277 Oligochaeta sp. water mite diet isolate 10751-BHL101516-GBD20531_27912-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGAACATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCGGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTGATCTTACTAATTTCTTCTGCAACAGTAGAAAATAGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612278 Oligochaeta sp. water mite diet isolate 10753-BHL101516-GBD18339_2961-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCCGGAATAATTGGAACAGGGACTAGAATACTCATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTCTATAACACCCTATTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGCGCTGGCA

CAG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612279 Oligochaeta sp. water mite diet isolate 10759-BHL101516-GBD19391_14879-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGATTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAATGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGAATAAATAACATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612280 Oligochaeta sp. water mite diet isolate 10761-BHL101516-GBD13661_28317-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGGCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTTTCTCTTCTTCTTTCTAG

TTCAATTATTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612281 Oligochaeta sp. water mite diet isolate 10763-BHL101516-GBD20494_7084-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTTTAGAATACTAATTCGAATTGAATTATCAC

ATCCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612282 Oligochaeta sp. water mite diet isolate 10771-BHL101516-GBD10541_10191-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGG

CTAAATAATTTAAGATTCTGACTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612283 Oligochaeta sp. water mite diet isolate 10776-BHL101516-GBD23266_6449-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGTTCTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACA

TGCATTCTTAATAATTTTTTTTCTAGTAATACCAGTATTTATTGGAGGGTTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612284 Oligochaeta sp. water mite diet isolate 10787-BHL101516-GBD21994_21301-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATATTTCATTTTTGGAGCTTGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAAGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTATATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTACAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612285 Oligochaeta sp. water mite diet isolate 10790-BHL101516-GBD22850_7366-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAGTTCGAATTGAATTATGAC

GACCAGGATCATTCTTAGGAAGTGATCAACTATATAACACCGTAGTTACTGCACATGCATTCTTAATAATTTTCTTCCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTGATTTCTTCTGCAGCAGTAGAAAATAGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612286 Oligochaeta sp. water mite diet isolate 10791-BHL101516-GBD22200_10892-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAACACTTGGAGCTCCAGAGATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACAACCATCTCTAAACTTACTAAGCTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612287 Oligochaeta sp. water mite diet isolate 10793-BHL101516-GBD20985_7834-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATCGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCACACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.8% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612288 Oligochaeta sp. water mite diet isolate 10797-BHL101516-GBD13044_16672-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTCATTTTAGGGGTATGAGCAGGAATAATTGGAACTGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACAATAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCTGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612289 Oligochaeta sp. water mite diet isolate 10798-BHL101516-GBD28603_15343-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTCATTTTAGGAGTATGAGCCGGAATAATTGGAACAGGGACTCGAATACTAGTTCGAATTGAATTATCAC

AAACAGGATCATTCTTAGGGAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTGATTTCTTCTGCAGCAGCAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612290 Oligochaeta sp. water mite diet isolate 10800-BHL101516-GBD10570_24170-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACCAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAAGAATTGGAAACTGATTAGTACCACTAATAATTAGAGCTCCAGATATGGCTTTCCCACGA

CTAAAAAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACCGATTTCATCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612291 Oligochaeta sp. water mite diet isolate 10803-BHL101516-GBD17738_4372-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTTTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAACACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTCCTACCACCATCTCTAATCTTCCTAATTTCTTCTGCAGCAGTACAAAATGGTGCTGGA

CCAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612292 Oligochaeta sp. water mite diet isolate 10810-BHL101516-GBD24768_7752-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAGTTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATCTAACACCCTAGTTACTGAACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACGGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACGACCACCATCTATAATCTTACTGATTTCTTCTACAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612293 Oligochaeta sp. water mite diet isolate 10816-BHL101516-GBD15455_17804-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATATTTAATTTTAGGAGTATGAGCAGGAATAGTTGGAACTGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCCTTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCTTTCTTAATAATTTTTTTCCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612294 Oligochaeta sp. water mite diet isolate 10818-BHL101516-GBD8972_27053-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATCCTAGTTACTGCCCATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCACTAAACTTACTAATATCTTCGGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612295 Oligochaeta sp. water mite diet isolate 10822-BHL101516-GBD6421_19299-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACCGGGACTAG

AATACTAATTCGAATTGAATTACCACAGCCAGGATCATTCTTAGGAAGAGATCAACTATATAACGCCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCAT

CAGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612296 Oligochaeta sp. water mite diet isolate 10828-BHL101516-GBD11698_11433-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTCATTTTTGGGGCTTGATCAGGAATAATTGGAACAGGGACTAGAATACTAGTTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTGATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612297 Oligochaeta sp. water mite diet isolate 10831-BHL101516-GBD23787_16995-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAA

TACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACAT

GCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATGTTAGGG

GCCCCTGATATAGCCTTCCCGCGAATAAATAATATAAGATTTTGACTTCTCCCACCGTCTCTTGCTCTTCTTCTTTCTAGTT

CAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.3% 

identical to accession ID KT429020, identified in GenBank as 

Amynthas moniliatus. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612298 Oligochaeta sp. water mite diet isolate 10834-BHL101516-GBD5079_16675-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTACTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGACTAGTCCCACTAATACTTGGAGCTCCAGACATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTTCTACCCCCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612299 Oligochaeta sp. water mite diet isolate 10837-BHL101516-GBD17648_13024-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGCTTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGT

AATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCTTTAATACTTGGAGCCCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTTCTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612300 Oligochaeta sp. water mite diet isolate 10839-BHL101516-GBD14914_2764-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTACACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGTATCATTCTTAGGAAGAGATCAACTATATAACACCCTACTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTCTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGATCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612301 Oligochaeta sp. water mite diet isolate 10841-BHL101516-GBD23790_4020-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTTCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCCCTAACCTTACTAATTACTTCAGCAGCAGCAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612302 Oligochaeta sp. water mite diet isolate 10843-BHL101516-GBD19748_3263-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTCGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCGCGA

CTAAATAATATAAGATTCTGACTATTACCACCATCTCTAATCTTACTAACTTCTGCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612303 Oligochaeta sp. water mite diet isolate 10847-BHL101516-GBD27877_12406-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAGTTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCATTCCCTCGA

CTAAACAATTTAAGATTCTGACTACTACCACCATCACTAATCTTACTGATATCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612304 Oligochaeta sp. water mite diet isolate 10856-BHL101516-GBD27671_8245-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGCTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACCCACTAGTTACTGCACATGCATTCATAATAATTTTCTTTCTTG

TAATACCAGTTTTTATTGGAGGATTTGGAAACTGATTAGTCCCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612305 Oligochaeta sp. water mite diet isolate 10863-BHL101516-GBD3625_18543-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAG

AATACTAGTTCGAATTGAATTATCACAACCCGGATCTTTCATAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAAACTTACTGATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612306 Oligochaeta sp. water mite diet isolate 10865-BHL101516-GBD26461_7145-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACGGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACTCCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATACTGACTACGACCACCAGCGCTAAACTTACTAATGTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612307 Oligochaeta sp. water mite diet isolate 10866-BHL101516-GBD18636_9013-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTTGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTATTG

TAATACCAGTTTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612308 Oligochaeta sp. water mite diet isolate 10871-BHL101516-GBD10999_22519-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTAATTTTAGGAGTATGAGCAGGTATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAACATCTTCTGCAGCAGCAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612309 Oligochaeta sp. water mite diet isolate 10872-BHL101516-GBD20943_2814-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGACTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACAA

CTAAATAATATAAGATTCTGACTACTACCACCATCGCTAATCTTGCTGATTTCGTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612310 Oligochaeta sp. water mite diet isolate 10874-BHL101516-GBD22876_13857-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGAACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGCATTTATTGGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCCCCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612311 Oligochaeta sp. water mite diet isolate 10876-BHL101516-GBD13486_17678-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAATCAGGATCATTCTTAGGAAGAGATCAACTATATAATACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGAATACTACCACCATCTCTAATCTTACTAATGGCTT

CAGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612312 Oligochaeta sp. water mite diet isolate 10879-BHL101516-GBD6510_6680-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGCCTAGAATA

CTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGC

ATTCTTAATAATTTTTTTTCTTGTAATACCAGTTTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAACT

CCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATGGCTTCTGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.6% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612313 Oligochaeta sp. water mite diet isolate 10882-BHL101516-GBD23038_18481-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGAACATTCTTAGGAAGAGATCCACTATATAACACTCTATTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTGATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612314 Oligochaeta sp. water mite diet isolate 10888-BHL101516-GBD26241_11682-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTACTAGAATACTAATTCGAATTGCATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAACTCCAGATATGGCTTTACCACGA

CTAAATAATTTAAGATTCTGACTGCTACCACCATCGCTAATCTTACGAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612315 Oligochaeta sp. water mite diet isolate 10890-BHL101516-GBD7074_7661-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATATTTTTTTTTAGGAGTTTGAGCAGGAATAATTGGAACTGGGTCTAGAATATTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTGATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612316 Oligochaeta sp. water mite diet isolate 10894-BHL101516-GBD27854_13332-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGAACATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTTTTAATAATTTTCTTTATAGT

AATACCAATATTAATTGGAGGATCTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612317 Oligochaeta sp. water mite diet isolate 10905-BHL101516-GBD13019_16316-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATAGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGTAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCTTCTCTAATCTTACTAATTTCTTCTGCAGCGGTAGAGAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612318 Oligochaeta sp. water mite diet isolate 10906-BHL101516-GBD26895_12349-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGGGATCAACTATACAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTGGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCCCCATCTCTAATCTTACTGATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612319 Oligochaeta sp. water mite diet isolate 10911-BHL101516-GBD24367_19524-Lq83 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTTGGACTAGAATACTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGAATAAA

TAATATAAGATTCTGACTACTACCACCATCTCTAATCCTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 87.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612320 Oligochaeta sp. water mite diet isolate 10912-BHL101516-GBD24290_6416-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGTAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612321 Oligochaeta sp. water mite diet isolate 10916-BHL101516-GBD26391_8814-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTCATTTTCGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCCAATATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTA-

TAATACCAGTATCTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATGCTGACAACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATAGAGCTGG

AAC

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612322 Oligochaeta sp. water mite diet isolate 10917-BHL101516-GBD12005_19223-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTATTTTCAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTATTTCGAATTGAATTATCACA

CCCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612323 Oligochaeta sp. water mite diet isolate 10918-BHL101516-GBD29124_13827-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTCGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGTAAGAGATCAACTATATAACACCCGAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGGATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACATGGAGCTCCAGATATGACTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGGAGTAGAAAAGGGAGCAGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612324 Oligochaeta sp. water mite diet isolate 10920-BHL101516-GBD13201_2478-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGACTTGAATTATCACAACCAGGATCATTCTTAGGAAGGGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAGTTGCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612325 Oligochaeta sp. water mite diet isolate 10921-BHL101516-GBD4784_19501-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATATTTAATTTTAGGAGTTTGAGCAGGAATAATTGGTACAGGTACTAGAATATTAATTCGAGTTGAATTATCTCA

ACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCCCACGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612326 Oligochaeta sp. water mite diet isolate 10922-BHL101516-GBD13063_22589-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACGACCCCCAACGCTAACCTTACTAAAATCTTCTGCAGCAGTAGAAAATGGAGCTGA

AACAG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612327 Oligochaeta sp. water mite diet isolate 10923-BHL101516-GBD6686_24572-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGTGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTGCAGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612328 Oligochaeta sp. water mite diet isolate 10924-BHL101516-GBD20345_5402-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGGGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACTAAA

TAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCGTCTACGGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612329 Oligochaeta sp. water mite diet isolate 10925-BHL101516-GBD14557_16796-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCATAGGAAGAGATCAACTATATAACACCCTAGTTACTGCTC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAACATAAGATTCTGACTACTACCACCATCTCTAACCCTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612330 Oligochaeta sp. water mite diet isolate 10926-BHL101516-GBD8053_18805-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGATTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTATATAACATCATAGTTACTGCACATGCATTCATAATAATTTTCTTTATAG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTCCCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612331 Oligochaeta sp. water mite diet isolate 10927-BHL101516-GBD5249_14989-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAAGGATCAACTATATAACACCCTAGTTACTGCACATGCATTTATAATAATTTTCTTTCTTGTAATA

CCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACTAAA

TAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTGAAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612332 Oligochaeta sp. water mite diet isolate 10928-BHL101516-GBD28442_13872-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAGTTGAATTATCAC

AACCAGGATCGTTCTTAGGAAAAGATCAAATATATAACACCCTAGTTACTGCACATGCTTTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTATCACCATCTCTAACCTTACTAATTTCTTCTGCATCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612333 Oligochaeta sp. water mite diet isolate 10929-BHL101516-GBD7873_18640-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCATTCCCACGAT

TAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCATCTGCAGCAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612334 Oligochaeta sp. water mite diet isolate 10931-BHL101516-GBD17824_27341-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATATTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCGTTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCCCATGCATTCTTAATAATTTTTTTTCTAG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCTCGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612335 Oligochaeta sp. water mite diet isolate 10932-BHL101516-GBD18117_12560-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTACACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTAGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCCCCATCTCTAACCTTACTAATTTCAACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612336 Oligochaeta sp. water mite diet isolate 10935-BHL101516-GBD14631_3919-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGCAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGATGATTTGGAAACTGGTTAGTACCCCTAATACTTGGAGCTCAAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGCGCTTGA

AC

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612337 Oligochaeta sp. water mite diet isolate 10936-BHL101516-GBD27773_12837-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAGTTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACAACC

AGGATCATTCTTAGGAAGAGATCAACTTTATAACACACTTGTTACTGCACATGCATTTTTAATAATTTTCTTTCTAGTAAT

ACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGACTAA

ATAATATAAGATTCTGACTACTACCACCCTCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 87.9% 

identical to accession ID KY633404, identified in GenBank as 

Slavina sp. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612338 Oligochaeta sp. water mite diet isolate 10938-BHL101516-GBD23895_10796-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTCATTTTAGGAGTATGAGCCGGAATAGTTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTATTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAAGACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCGTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612339 Oligochaeta sp. water mite diet isolate 10939-BHL101516-GBD25574_21084-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGAACATTATTAGGAAGGGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCAGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612340 Oligochaeta sp. water mite diet isolate 10940-BHL101516-GBD14949_3706-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAGTGTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGCCTAAA

T-

ATCTTAAGATTCTGCCTACTACCTCCATCTCTAATCTTGCTAATTTCTTCTGCAGCATTAGAAAATGGCGCTGGAACTGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KY633404, identified in GenBank as 

Slavina sp. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612341 Oligochaeta sp. water mite diet isolate 10941-BHL101516-GBD18172_7016-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCGTTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCCCCAGATATGGCTTTCCCACGAC

TAAAAAATTTAAAATTCTGACCACTACCACCATCTCTAATCCTAAGAAATTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612342 Oligochaeta sp. water mite diet isolate 10942-BHL101516-GBD10662_15234-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTTGGAGTATGAGCAGGAATAGTAGGAACAGGGCCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGTGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612343 Oligochaeta sp. water mite diet isolate 10943-BHL101516-GBD20872_27839-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTCCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCAGTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCATTCATAATAATTTTCTTTCTAG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612344 Oligochaeta sp. water mite diet isolate 10944-BHL101516-GBD9769_6202-Lim84 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACTGGTTCTAGAATACTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAATGGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCCCCAGATATGGCTTTCCCACGAATAAA

TAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612345 Oligochaeta sp. water mite diet isolate 10948-BHL101516-GBD24973_17695-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTTGGAGCTCCAGATATAGCTTTCCCACGA

CTAAATAATTTAAGATTTTGACTACTACCCCCATCACTAATCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.8% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612346 Oligochaeta sp. water mite diet isolate 10950-BHL101516-GBD24744_11060-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTTATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGGGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCCTCTCTAACCATACAAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612347 Oligochaeta sp. water mite diet isolate 10951-BHL101516-GBD6536_6688-Lim84 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGGGATCAACTTTATAACACACTAGTTACTGCAC

ATGCTTTCTTAATAATTTTTTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTC

CGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612348 Oligochaeta sp. water mite diet isolate 10953-BHL101516-GBD11883_13992-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTTGGTCTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGCTCATTCTTAGGAAGAGATCAACTATATAACATCCTAGTTACTGCACAT

GCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTACT

GCAGTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612349 Oligochaeta sp. water mite diet isolate 10954-BHL101516-GBD10589_14150-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGCATTAGAATACTAATTCGATTTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAAATATATAACACTATAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTCG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612350 Oligochaeta sp. water mite diet isolate 10955-BHL101516-GBD12828_8347-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTCGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGAATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGAAATGGCTTTCCCACGACAAAAAAAATTAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612351 Oligochaeta sp. water mite diet isolate 10956-BHL101516-GBD25856_12982-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCAAATTGAATTATCAC

AACCAGGATCACTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTGGTACCACTAATACTTGGAGCTCCAGAAATAGCTTTCCCACGA

CAAAATAATTTAAGATTCTGACTACTACCACCATCTCCAATCTTACTAAATTCTTCTGCATCAGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612352 Oligochaeta sp. water mite diet isolate 10958-BHL101516-GBD27538_15637-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACACTTGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTATAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTTTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612353 Oligochaeta sp. water mite diet isolate 10959-BHL101516-GBD3558_17144-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGACGAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTATTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTGATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612354 Oligochaeta sp. water mite diet isolate 10961-BHL101516-GBD9657_25412-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTTGGAGTATGAGCAGGAATAATTGGAACTGGGATTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATATTTG

GAGCTCCAGATATGACATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612355 Oligochaeta sp. water mite diet isolate 10962-BHL101516-GBD24820_6923-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGACTAGAATG

CTAATTCGAATTGAATTATGACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTTGTTACTGCACATGC

ATTTTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGC

TCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612356 Oligochaeta sp. water mite diet isolate 10963-BHL101516-GBD19306_15135-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATACTTAATTTTCGGAGTATGAGCAGGAATAATTGGAACAGGGATTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGGGATCAACTATATAACACCCTTGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTATAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATAGTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTGCTACCACCATCTCTAATCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID MG422806, identified in GenBank 

as Slavina appendiculata. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612357 Oligochaeta sp. water mite diet isolate 10965-BHL101516-GBD11122_12161-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATATTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGCACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACGTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAAAATAAGAATCTGACTACTACCACCAGCTCTAAACTTACAAATGTCT

TCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612358 Oligochaeta sp. water mite diet isolate 10966-BHL101516-GBD21264_22721-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGTGTCTAGAATGCTGATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTATAG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCAGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612359 Oligochaeta sp. water mite diet isolate 10967-BHL101516-GBD15555_18710-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGGGATCAAATATATAACACCCTAGTTACTGCTC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTT

CCGCACCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612360 Oligochaeta sp. water mite diet isolate 10969-BHL101516-GBD24407_15510-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACATGGTCTAGAATAC

TAATTCGAATTGAATTATGACAACCAGGATCATTCTTCGGAAGAGATCAACTATATAACACACTTGTTACTGCACATGCA

TTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCT

CCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCTGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612361 Oligochaeta sp. water mite diet isolate 10971-BHL101516-GBD18728_6155-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATACTTCATTTTAGGAGTCTGATCAGGAATAATTGGAACAGGGACTAGAATAC

TAATTCGAATTGAATTATCACAACCAGGATCATTCATAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCA

TTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATCGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCT

CCAGATATGGCTTTCCCACGACTAAATAATACAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612362 Oligochaeta sp. water mite diet isolate 10972-BHL101516-GBD21545_5667-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATACTAGTTACTGCACATGCATTCTTTATAATTTTCTTTCTTGT

AATACCAGTTTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAACAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612363 Oligochaeta sp. water mite diet isolate 10973-BHL101516-GBD7803_11270-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAACCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTCTTGTAATACCAGTATTTATTGGAGGGTTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCATTCCCACGAATAAATAATATAAGATTCTGACTACCACCACCATCACTAATCTTACTAATATCTA

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612364 Oligochaeta sp. water mite diet isolate 10975-BHL101516-GBD11719_9307-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGACTTGAATTATCACAACCA

GGCTCATTCTTCGGAAGGGATCAACTATATAACACCATAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGTAATA

CCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAATAAA

TAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 85.7% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612365 Oligochaeta sp. water mite diet isolate 10977-BHL101516-GBD23808_16465-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGGGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGAGATGGCTTTCCCACGA

CGAAATAATTTAAGATACTGACTACTACCACCAGCGCTAAACGTACTAATGTCTTCTGCAGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612366 Oligochaeta sp. water mite diet isolate 10978-BHL101516-GBD4383_18039-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTTGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGAACATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATATTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCCCACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612367 Oligochaeta sp. water mite diet isolate 10979-BHL101516-GBD26171_16900-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAACGATATTGGCACTCTATATTTTATTTTTGGAGTATGAGCAGGAATAATTGGCACAGGGTCTAGA

ATACTAATTCGAATTAAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612368 Oligochaeta sp. water mite diet isolate 10980-BHL101516-GBD16800_4172-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCATTATCATTCTTAGGAAGGGATCTACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGAACCACTAATACTTGGAGCTCAAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGTGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612369 Oligochaeta sp. water mite diet isolate 10982-BHL101516-GBD26398_8623-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAACAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTACTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTAGGAGCCCCAGATATGGCATTCCCACGAT

TAAACAATCTAAGATGTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612370 Oligochaeta sp. water mite diet isolate 10985-BHL101516-GBD20947_4782-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGTTACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGAATCATTCTTAGGAAGAGATCCACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTGCCCACGA

CTAAATAATATAAGATTCTGACTACGACCACCATCTCTAAACTGACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612371 Oligochaeta sp. water mite diet isolate 10986-BHL101516-GBD19540_14528-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTATTG

TAATACCAGTATTAACTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCAGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612372 Oligochaeta sp. water mite diet isolate 10988-BHL101516-GBD10903_23819-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTTATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTCATAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCACCAGATATAGCTTTCCCACGAA

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCCTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612373 Oligochaeta sp. water mite diet isolate 10989-BHL101516-GBD11453_11602-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGGACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTTCCACGA

CTAAATAATTTAAGATTCTGACTATTACCACCATCTCTAACCTTACTAATTTCTTCAGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612374 Oligochaeta sp. water mite diet isolate 10992-BHL101516-GBD18264_13923-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTTTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTCGGAAATTGAATTCTACCTTTAATACTAGGAGCCCCAGATATGGCATTCCCACGAA

TAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612375 Oligochaeta sp. water mite diet isolate 10993-BHL101516-GBD6729_21345-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGTACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGGGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGGCTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612376 Oligochaeta sp. water mite diet isolate 10994-BHL101516-GBD9008_22850-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAGGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTCCTTGT

TATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCTCGAC

TAAATAATATAAGATTCTGACTTCTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612377 Oligochaeta sp. water mite diet isolate 10998-BHL101516-GBD6316_10601-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

TATACCAGAATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTTCTACCGCCATCTCTAACCCTACTAATTTCATCTGTAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612378 Oligochaeta sp. water mite diet isolate 10999-BHL101516-GBD17599_29064-Lim84 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTTTATATTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAGAATAC

TAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGGGATCAACTATATAACATTCTAGTTACTGCACATGCA

TTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCT

CCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACGACTACCACCATCTCTAATCTTACTAATTTCTTCTGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612379 Oligochaeta sp. water mite diet isolate 11000-BHL110116-GBD15249_3231-Lq74 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612380 Oligochaeta sp. water mite diet isolate 11011-BHL110116-GBD25099_9276-Lq75 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTACACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTG

TTATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATGGCTTTCCCTCGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612381 Oligochaeta sp. water mite diet isolate 11013-BHL110116-GBD10933_9333-Lq75 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTGATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCAGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612382 Oligochaeta sp. water mite diet isolate 11014-BHL110116-GBD4641_7863-Lq75 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACGCTAGTTACTGCACATGCATTCTTAATAATTTTATTTATTG

TAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATAATTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTTTGACTACTACCCCCATCTCTAACATTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612383 Oligochaeta sp. water mite diet isolate 11024-BHL110116-GBD29051_12663-Lq76 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGAATTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTGTCCCACGA

CAAAATAATTTAAGAATCAGACTACGACCACCATCTCTAATCTTACTAATTTCTTCGGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612384 Oligochaeta sp. water mite diet isolate 11031-BHL110116-GBD24655_9975-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612385 Oligochaeta sp. water mite diet isolate 11048-BHL110116-GBD18596_3111-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTTCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612386 Oligochaeta sp. water mite diet isolate 11050-BHL110116-GBD12806_21379-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGATCCAGATATGGCTTTCCCACGA

CTAAATAATCTAAGATTCTGACTACTACCACCATCACTAAACTTACGAAGTACTTCGGCAGCAGTAGAAAACGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612387 Oligochaeta sp. water mite diet isolate 11051-BHL110116-GBD29033_18824-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTCATTTTAGGAGTATGCGCAGGAATAATTGGCACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTGATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCATTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCGCTAATCTTACTAATTGCTGCGGCAGCAGTAGAAAAGGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612388 Oligochaeta sp. water mite diet isolate 11060-BHL110116-GBD27286_20513-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCTCATGCATTCTTAATAATTTTCTTTATAG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTCGGAGCTCCAGATTTGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612389 Oligochaeta sp. water mite diet isolate 11069-BHL110116-GBD27142_18209-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACAA

CCAGGATCATTCTTAGGTAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAGTA

ATACCAGTATTAATTGGAGGTTTTGGAAATTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACT

AAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCAGCAGCAGTAGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612390 Oligochaeta sp. water mite diet isolate 11071-BHL110116-GBD20845_8035-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTCGGAGTCTGAGCAGGAATAATTGGAACTGTTACTAGAATACTAATTCGAATCGAATTATCACA

ACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTTATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTGCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612391 Oligochaeta sp. water mite diet isolate 11072-BHL110116-GBD7037_5096-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTGTCCCACGA

ATAAATAATATAAGAGTTTGACTTCTTCCCCCCTCTTTAA-CACAGTTACTTTCA--

AGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612392 Oligochaeta sp. water mite diet isolate 11075-BHL110116-GBD24657_5018-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGTAATAATTGTAACAGGTTCTAGAATACTAATTCGTATTGAATTATCACAA

CCAGGAGCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTTCACATGCATTCTTAATAATTTTCTTTCTTGTA

ATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGTCA

AAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTGACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612393 Oligochaeta sp. water mite diet isolate 11092-BHL110116-GBD17106_14286-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGT-

CTAGAATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAAATATATAACACACTAGTTACT

GCACATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATA

TTTGGAGCTCCAGATATAGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATT

TCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612394 Oligochaeta sp. water mite diet isolate 11097-BHL110116-GBD16650_16186-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTTTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTATTTCTTGT

AATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACAACCACCATCTCTAATCTTACAAATTTCTTCTGCAGCAGTAGAAAATGGTGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612395 Oligochaeta sp. water mite diet isolate 11102-BHL110116-GBD20639_5463-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAGTTGGAACAGGGACTAG

AATACTAATTCGTATTGAATTAGCACACCCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGTTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612396 Oligochaeta sp. water mite diet isolate 11109-BHL110116-GBD5180_11539-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTTGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTGCCCACGA

CTAAAAAAATTAAGATACTGACTACGACCGCCAGCTCTAAACTTACAAATTTCTTCTGCAGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612397 Oligochaeta sp. water mite diet isolate 11111-BHL110116-GBD7924_19201-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACGAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCCAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCGCGAATAAATAACATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612398 Oligochaeta sp. water mite diet isolate 11112-BHL110116-GBD14572_3228-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGTATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCAATCTTAATAATTTTCTTTCTGG

TAATACCATTCTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTCTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCCCCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGCGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612399 Oligochaeta sp. water mite diet isolate 11114-BHL110116-GBD8717_25008-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTCATTTTAGGAGCATGAGCAGGAATAATTGGAACTGGGCCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTCGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612400 Oligochaeta sp. water mite diet isolate 11116-BHL110116-GBD11385_7646-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGTTCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCTCATGCATTCTTAATAATTTTCTTTATTG

TGATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTGTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612401 Oligochaeta sp. water mite diet isolate 11119-BHL110116-GBD18926_10426-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGGTTTGGAAACTGATTAGTACCACTAATACTTGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCACCATCATTAACTTTAT---

TGTGATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612402 Oligochaeta sp. water mite diet isolate 11121-BHL110116-GBD29380_14809-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAGTTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTACCAC

AACCAGGATCATTCTTCGGAAAAGATCAACTATATAACACACTAGTTACTGCACATGCATTCGTAATAATTTTCTTTCTAG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGGGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612403 Oligochaeta sp. water mite diet isolate 11123-BHL110116-GBD21371_4671-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATATTTTATTTTAGGAGTCTGAGCAGGAATAATTGGAACATGTTCTAGA

ATACTAATTCGAATTGAATTATCACAACCTGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACAT

GCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCTCCAGATATGGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612404 Oligochaeta sp. water mite diet isolate 11124-BHL110116-GBD11877_6412-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATT

TTAATTCGACTAGAATTAGGACACCCAGGCTCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGC

ATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGAATAGTACCACTAATACTTGGAGC

TCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 81.7% 

identical to accession ID KU728850, identified in GenBank 

as Enchytraeus albidus. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612405 Oligochaeta sp. water mite diet isolate 11125-BHL110116-GBD2049_17201-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGTACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCATAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAACAATATAAGATTCTGACTGCTACCCCCATCACTAACCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612406 Oligochaeta sp. water mite diet isolate 11128-BHL110116-GBD19750_22417-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTTTGACTACTACCACCATCTCTAACCTTACTAATATCTAGTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612407 Oligochaeta sp. water mite diet isolate 11129-BHL110116-GBD10027_18558-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCT-

CTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID JQ519897, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612408 Oligochaeta sp. water mite diet isolate 11131-BHL110116-GBD8752_23191-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGCACTGCGTCTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCCTTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACAT

GCATTCTTAATAATTTTCTTTCTTGTAATACCATTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612409 Oligochaeta sp. water mite diet isolate 11135-BHL110116-GBD21408_21795-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCTCATGCATTCTTAATAATTTTTTTTCTTG

TAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGTGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCCTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612410 Oligochaeta sp. water mite diet isolate 11147-BHL110116-GBD11850_15161-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTCATTTTAGGAGTATGAGCAGGAATAATTGGAACTTGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTCCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCAACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612411 Oligochaeta sp. water mite diet isolate 11157-BHL110116-GBD25887_5908-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAGTTGGAACTGGTACTAGAATACTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGAGATCAACTATATAACACTCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATAC

CAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCATTCCCACGACTAAAT

AATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTACTTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.3% 

identical to accession ID KY633404, identified in GenBank as 

Slavina sp. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612412 Oligochaeta sp. water mite diet isolate 11165-BHL110116-GBD18101_12146-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TGATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTACTGCAGTAGTAGAAAATGGAGCGGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612413 Oligochaeta sp. water mite diet isolate 11169-BHL110116-GBD14360_9268-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGATCAGGAATAGTTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGCAGAGATCAATTATATAACACCCTAGTTACTGCAC

ATGCATTCTTTATAATTTTCTTTATTGTAATACCAGTATTAATTGGAGGATTTGGAAAATGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAAGCTTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612414 Oligochaeta sp. water mite diet isolate 11170-BHL110116-GBD18755_4691-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAATGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTCTAGTAATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCCGATATAGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612415 Oligochaeta sp. water mite diet isolate 11174-BHL110116-GBD22152_25001-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TAATACCAATATTAATTGGAGGATTTGGAAACTGACTAGTACCACTAATATTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAACATAAGATTTTGACTACTACCCCCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612416 Oligochaeta sp. water mite diet isolate 11177-BHL110116-GBD23567_7993-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGCACAGGGACTAG

AATACTAATTCGACTTGAATTATCACACCCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATGCCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612417 Oligochaeta sp. water mite diet isolate 11184-BHL110116-GBD16943_24212-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTAAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGACATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612418 Oligochaeta sp. water mite diet isolate 11186-BHL110116-GBD25013_17569-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACT

AATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATTCTAGTTACTGCACATGCAT

TCTTAATAATTTTCTTTATAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTC

CAGATATAGCATTTCCTCGACTAAATAATATAAGATTCTGACTACTACCCCCATCTCTAACCTTACTAATTTCTTCTGCAGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612419 Oligochaeta sp. water mite diet isolate 11189-BHL110116-GBD14351_7041-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGTAAGAGATCAACTACATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCCCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTGTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612420 Oligochaeta sp. water mite diet isolate 11192-BHL110116-GBD22621_14117-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTATTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCATAGGAAGAGATCAACTAAATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATATTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612421 Oligochaeta sp. water mite diet isolate 11194-BHL110116-GBD12047_7576-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACTGGCACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

TATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTACAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612422 Oligochaeta sp. water mite diet isolate 11196-BHL110116-GBD25317_23878-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATATTAATTCGAATTGAATTATCACA

ACCAGGATCATTCATAGGAAGAGATCAACTATATAACACCCTTGTTACTGCTCATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATAGCATTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612423 Oligochaeta sp. water mite diet isolate 11201-BHL110116-GBD25099_21975-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACATGTTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTTTATAATACCCTAGTTACTGCACATGCTTTCTTTATAATTTTCTTTCTTGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAAT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612424 Oligochaeta sp. water mite diet isolate 11206-BHL110116-GBD23569_20597-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTTGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTTGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATAGCATTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612425 Oligochaeta sp. water mite diet isolate 11209-BHL110116-GBD18894_10016-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCTCA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCCCATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATGTGGCTTTCCCACGAC

TAAATGATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612426 Oligochaeta sp. water mite diet isolate 11212-BHL110116-GBD26355_7279-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTTGTTACTGCACATGCATTTTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAAAATAAGATTCTGACTACCACCACCATCTCCAATCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612427 Oligochaeta sp. water mite diet isolate 11213-BHL110116-GBD25171_22091-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATACTTGGAACAGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACCGCAC

ATGCATTCTTAATAATTTTTTTTCTTGTAATACCAGTATTAGTTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATAACTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612428 Oligochaeta sp. water mite diet isolate 11219-BHL110116-GBD24968_9785-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATAGGAACAGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTTGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTCTTGTAATACCAGTTTTAATTGGGGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGAATAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612429 Oligochaeta sp. water mite diet isolate 11222-BHL110116-GBD25658_11152-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTCATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAGGAGATCAACTATATAACACACTAGTTACTGCTCATGCATTTTTAATAATTTTCTTTCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612430 Oligochaeta sp. water mite diet isolate 11225-BHL110116-GBD18841_18947-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATCCTAGTTACTGCTCATGCATTTTTAATAATTTTTTTTCTTGTA

ATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAAT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATTTCCACTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612431 Oligochaeta sp. water mite diet isolate 11226-BHL110116-GBD10242_23149-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGATTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTTGTAATAATTTTCTTTCTAGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCAT

CTGTAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612432 Oligochaeta sp. water mite diet isolate 11227-BHL110116-GBD5757_10255-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCACTTTTAATTGGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGCTCCAGATATAGCTTTCCCTCGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612433 Oligochaeta sp. water mite diet isolate 11230-BHL110116-GBD20624_19850-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGCTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTATTG

TAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACATTACTAATTTCTTCAGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612434 Oligochaeta sp. water mite diet isolate 11234-BHL110116-GBD14690_8027-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGCTCATTCTTCGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTATTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCATGAGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612435 Oligochaeta sp. water mite diet isolate 11235-BHL110116-GBD17133_17755-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAATATCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCCTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612436 Oligochaeta sp. water mite diet isolate 11239-BHL110116-GBD29167_15380-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGCATGAGCAGGAATAATTGGAACTGGGACTAG

AATACTAATTCGAATTAAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATATCTT

CTACAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612437 Oligochaeta sp. water mite diet isolate 11240-BHL110116-GBD4578_21886-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACT

AATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCAT

TTTTAATAATTTTTTTACTAGTAATACCAGTTTTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCAC

CAGATATGGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAGTTTCTTCGGCAG

CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612438 Oligochaeta sp. water mite diet isolate 11241-BHL110116-GBD28415_12698-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAAATTTATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCCCCATCTCTAACCTTACTAATATCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612439 Oligochaeta sp. water mite diet isolate 11253-BHL110116-GBD23130_22188-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTCATTTTAGGAGTATGAGCAGGAATAATTGGAACATCGCCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTTGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAATATTTATTGGAGGATTTGGAAACTGATTATTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612440 Oligochaeta sp. water mite diet isolate 11258-BHL110116-GBD27408_17959-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTTATTCGAATTGAATTATCAC

AACCAGGATCTTTCTTAGGAAAAGATCAACTTTATAACACTCTAGTTACTGCACATGCTTTCTTTATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612441 Oligochaeta sp. water mite diet isolate 11259-BHL110116-GBD4387_13504-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTTGGAGTATGAGCAGGAATAATTGGAACATGTTCTAGAATACTAATTCGAGTTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATAGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612442 Oligochaeta sp. water mite diet isolate 11261-BHL110116-GBD6148_7484-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATATTTCATTTTTGGAGTATGATCAGGAATAATTGGAACATGGACTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACAT

GCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGG

GCACCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTACTTTCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612443 Oligochaeta sp. water mite diet isolate 11262-BHL110116-GBD14039_24651-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTTGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCGTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCATTCCCACGAATAAATAATTTAAGATTCTGACTACTACCACCATCTTTAACCTTACTAATATCTA

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612444 Oligochaeta sp. water mite diet isolate 11266-BHL110116-GBD25413_24348-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGAACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAATACCCTAGTTACTGCACATGCATTTTTAATAATTTTTTTCCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAATTGATTAGTACCACTAATACTTGGAGCACCAGATATAGCATTCCCACGAC

TAAATAATATAAGATTCTGACTATTACCACCATCTCTAATCCTACTAATTGCATCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612445 Oligochaeta sp. water mite diet isolate 11267-BHL110116-GBD7838_9734-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTTGGAGTATGAGCAGGAATAATTGGAACTGGGCTTAGA

ATACTTATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACAT

GCATTCTTTATAATTTTTTTTCTAGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612446 Oligochaeta sp. water mite diet isolate 11269-BHL110116-GBD19979_18294-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATTAGCAGGAATAATTGGAACAGTGACTAGTATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTATATCACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTACTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTATCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACGAATTGCTTCTGCAGCAGTAGAAAATGGAGCTGG

AGCAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612447 Oligochaeta sp. water mite diet isolate 11272-BHL110116-GBD12265_9450-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACATGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATTTCGTGTGCAACAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612448 Oligochaeta sp. water mite diet isolate 11274-BHL110116-GBD20544_4088-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCATAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TGATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCCTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.8% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612449 Oligochaeta sp. water mite diet isolate 11276-BHL110116-GBD22330_20516-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCATAGTTACTGCACATGCATTCTTAATAATTTTCTTTATTG

TAATACCAGTATTTATTGGAGGGTTTGGAAACTGATTAATACCACTAATACTTGGAGCTCCAGATATGGCTTTACCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAAACTTACTAAATTCTTCTGCAGCAGTAGAAAATGGCGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612450 Oligochaeta sp. water mite diet isolate 11280-BHL110116-GBD24271_5207-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTGGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCATAGGAATAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCCCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612451 Oligochaeta sp. water mite diet isolate 11282-BHL110116-GBD26935_22185-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCTTTCTTAGGAAGAGATCAACTATATAATATCCTAGTTACTGCACA

TGCATTCATAATAATTTTTTTTCTAGTAATACCTGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTACT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612452 Oligochaeta sp. water mite diet isolate 11288-BHL110116-GBD16478_24889-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGCGTCTAGAATACTTATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTTTTAATAATTTTCTTTCTTGTAATA

CCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCTCGAATAAA

TAATATAAGATTCTGACTACTACCCCCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612453 Oligochaeta sp. water mite diet isolate 11289-BHL110116-GBD23543_15990-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGATATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCAACTCTAATCTTACTAATTTCGTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612454 Oligochaeta sp. water mite diet isolate 11291-BHL110116-GBD10017_17407-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTACATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAGACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATTTCAA

CTGCAGCAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612455 Oligochaeta sp. water mite diet isolate 11297-BHL110116-GBD18199_24036-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTTTTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAGGAGATCAAATATATAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612456 Oligochaeta sp. water mite diet isolate 11299-BHL110116-GBD21603_3908-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGTTCTAGAATACTTATTCGAATTGAATTATCACAA

CCAGGATCCTTCTTAGGAAGAGACCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCACCAGATATGGCTTTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612457 Oligochaeta sp. water mite diet isolate 11300-BHL110116-GBD13336_1800-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTTGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACGACCACCAGCACTAAACTTACTAATATCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACCGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612458 Oligochaeta sp. water mite diet isolate 11304-BHL110116-GBD24692_12729-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTATTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCATTAATACTTG

GAGCTCCAGATATAGCATTCCCACGACTAAATAATATAAGATTCTGACTATTACCCCCATCACTAATCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612459 Oligochaeta sp. water mite diet isolate 11305-BHL110116-GBD23493_5059-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACATGTACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTATAG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGACTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATTTCATGTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612460 Oligochaeta sp. water mite diet isolate 11307-BHL110116-GBD27237_10352-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACT

AATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCAT

TCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGACTACTACCTCTAATACTTGGAGCTC

CAGATATAGCTTTCCCACGACTATACAATTTAAGATTCTGACTACTACCACCATCACTAATCCTACTGGTTTCTTCTGCAG

CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612461 Oligochaeta sp. water mite diet isolate 11311-BHL110116-GBD22594_18034-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGGATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACATTACTAATTTCTAGTGCAGTAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612462 Oligochaeta sp. water mite diet isolate 11312-BHL110116-GBD9731_20774-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTTGGAGTATGAGCAGGAATAATTGGAACTGGTACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTCGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCTTTTTTAATAATTTTCTTTCTAGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCGCGACT

AAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612463 Oligochaeta sp. water mite diet isolate 11315-BHL110116-GBD27702_16619-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATCCTAATTCGAATTGAATTATCAC

AACCAGGATCATTCATAGGAAGAGATCAACTTTATAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTATTACCCCCATCTCTAACCTTACTAATTTCTTCTGCAGTAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612464 Oligochaeta sp. water mite diet isolate 11318-BHL110116-GBD27880_20860-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAATACCCTTGTTACTGCACATGCTTTCTTAATAATTTTCTTTCTTGT

AATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCATTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCCCCATCACTAATCTTACTAATATCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612465 Oligochaeta sp. water mite diet isolate 11321-BHL110116-GBD25936_9133-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGT-

CTAGAATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACT

GCACATGCATTTTTAATAATTTTCTTTATAGTAATACCAGTATTGATTGGAGGATTTGGAAACTGATTAGTACCACTAGTA

CTTGGAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATT

TCATCAACAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612466 Oligochaeta sp. water mite diet isolate 11323-BHL110116-GBD18554_9265-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTACTTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCACACGACGAAATAACTTAAGATTCTGACTACGACCACCATCGCTAATCTTACAAATAGAT

TCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612467 Oligochaeta sp. water mite diet isolate 11325-BHL110116-GBD17524_26028-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTTGGATTAGAATATTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAATATCCTTGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612468 Oligochaeta sp. water mite diet isolate 11326-BHL110116-GBD24364_18888-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTTATAATTTTTTTTCTTG

TAATACCAATATTAATTGGAGGATTTGGAAACTGACTACTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCCCGA

CTAAATAACATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCATCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612469 Oligochaeta sp. water mite diet isolate 11327-BHL110116-GBD17048_25038-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCCATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCTTTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCGTCTCTAACCTTACTAATATCTA

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612470 Oligochaeta sp. water mite diet isolate 11329-BHL110116-GBD25469_24155-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCCGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCGTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCCCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATTTCTACTGCATCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612471 Oligochaeta sp. water mite diet isolate 11331-BHL110116-GBD9568_4649-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTTGGAGTATGAGCAGGAATAGTTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTTTATAACACACTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTTCTACCACCATCGCTAACCTTACTAATTTCTA

CTGCAGCTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612472 Oligochaeta sp. water mite diet isolate 11333-BHL110116-GBD26002_15693-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAG

AATACTAATTCGAATTGAATTATCACACACAGGATCATTATTAGGAAGAGATCAACTTTATAACACACTAGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612473 Oligochaeta sp. water mite diet isolate 11335-BHL110116-GBD14270_12262-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGAACATTCTTAGGAAATGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGTA

ATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAAT

AAATAATATAAGATTCTGACTAATACCACCATCTCTGACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612474 Oligochaeta sp. water mite diet isolate 11336-BHL110116-GBD19695_24871-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCATTCGTAATAATTTTCTTTCTAGT

AATATCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTCACCTTACTACTTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612475 Oligochaeta sp. water mite diet isolate 11339-BHL110116-GBD19448_16012-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATTCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCCCCAGATATAGCTTTCCCACGAAT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTACTTTCTAGTGCAACAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612476 Oligochaeta sp. water mite diet isolate 11340-BHL110116-GBD20596_11829-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTCTGAGCAGGAATAATTGGAACTGGGCCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGAACATTCTTAGGAAGAGATCAACTTTATAACACCCTTGTTACAGCACATGCATTCTTAATAATTTTTTTTATTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612477 Oligochaeta sp. water mite diet isolate 11343-BHL110116-GBD8568_12237-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGCATGATCAGGAATAATTGGAACTGCGTTTAGAATACTAATTCGAATTGAATTATCACAA

CCAGGATCATTCTTAGGAAGAGATCAACTTTATAATACTCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAA

TACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACTA

AATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612478 Oligochaeta sp. water mite diet isolate 11344-BHL110116-GBD2978_18779-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTAGCAC

ACCCAGGATCATTCTTAGGAATAGATCAATTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612479 Oligochaeta sp. water mite diet isolate 11345-BHL110116-GBD15765_27649-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCTAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAGTT

ATACCAGTTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612480 Oligochaeta sp. water mite diet isolate 11347-BHL110116-GBD20803_4462-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAGAAT

ACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATCCTAGTTACTGCACATG

CATTCTTAATAATTTTTTTTATAGTAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAG

CTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTACTAC

AACAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.9% 

identical to accession ID KT429020, identified in GenBank as 

Amynthas moniliatus. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612481 Oligochaeta sp. water mite diet isolate 11351-BHL110116-GBD23183_6766-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTA

GGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAGTAATACCAGTATTTATT

GGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGCTCCAGACATGGCTTTCCCACGAATAAATAATATAAGATT

CTGACTACTACCCCCATCTCTAACCTTACCAATTTCTTCTGCAGTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID GQ355375, identified in GenBank 

as Slavina appendiculata. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612482 Oligochaeta sp. water mite diet isolate 11355-BHL110116-GBD23938_24701-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTCGGAGTATGAGCAGGAATAATTGGAACAGCGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGTGATCAACTTTATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTGCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612483 Oligochaeta sp. water mite diet isolate 11357-BHL110116-GBD9626_25510-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGTGATCAACTATATAACACCCTAGTTACTGCTCATGCATTCTTAATAATTTTCTTTCTAG

TAATACCAGTTTTAATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTTTGACTACTACCCCCATCTTTAACCTTACTAATTTCTTCTGCAGCTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612484 Oligochaeta sp. water mite diet isolate 11361-BHL110116-GBD8714_25310-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACATGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCATAGGAAGAGATCAACTATATAACTCCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTATTGT

AATACCAGTCTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCCCCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612485 Oligochaeta sp. water mite diet isolate 11362-BHL110116-GBD15097_15546-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTTTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGTTCATTCTTAGGAAGAGATCAACTTTATAACATCCTTGTTACAGCACATGCTTTCTTAATAATTTTCTTTCTTGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAAT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612486 Oligochaeta sp. water mite diet isolate 11368-BHL110116-GBD28436_16525-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAATACCCTTGTTACTGCTCATGCATTTTTTATAATTTTTTTTATAGTA

ATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATAGCTTTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612487 Oligochaeta sp. water mite diet isolate 11369-BHL110116-GBD20549_14220-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCT-

CTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612488 Oligochaeta sp. water mite diet isolate 11370-BHL110116-GBD13537_16579-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACAGCGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGAACATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCGCTAATACTTGGAGCACCAGATGTGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612489 Oligochaeta sp. water mite diet isolate 11371-BHL110116-GBD10330_28050-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAAAACCGTAGTTACAGCACGTGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTGAATGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCGTTCCCACGA

CTAAATAAAATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612490 Oligochaeta sp. water mite diet isolate 11376-BHL110116-GBD8965_16788-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTCTGAGCAGGAATAATTGGAACAGCGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTGTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612491 Oligochaeta sp. water mite diet isolate 11378-BHL110116-GBD21325_21239-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTAGGAGTATGATCGGGAATAATTGGAACTGGGATTAGAATACTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGTGATCAACTTTATAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATAC

CAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGACTAAAT

AATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.7% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612492 Oligochaeta sp. water mite diet isolate 11380-BHL110116-GBD4489_16604-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAAATTCTGACTACTACCACCATCTCTAACATTACTAATTTCTAGTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612493 Oligochaeta sp. water mite diet isolate 11381-BHL110116-GBD2467_13611-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATACAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAG

AATACTACTTCGAATTGAATTCTCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATATTTG

GAGCTCCAGATATAGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612494 Oligochaeta sp. water mite diet isolate 11388-BHL101516-GBD24789_18123-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612495 Oligochaeta sp. water mite diet isolate 11389-BHL101516-GBD10962_15318-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACCCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTTCTAAAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCGTTCTTAATAATTTTCTTTCTAG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTTAACTTACTAATTTCTTCAGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612496 Oligochaeta sp. water mite diet isolate 11391-BHL101516-GBD28658_18261-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATCTTAGGAGTTTGAGCAGGAATAATTGGAACAGGGACTAAAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCATTCCTAATAATTTTCTTTCTGG

TAATACCAGTATCTATTGGAGGATTTGGAAACTGACTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGA

CTAAACAATTTAAGATTCTGACTACTACCACCATCACTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612497 Oligochaeta sp. water mite diet isolate 11392-BHL101516-GBD16090_28774-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAAAATACTAATTCGAATTGAATTATGACAACCA

GGATCATTCATAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTTGTAATAATTTTCTTTCTTGTAATA

CCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGACTAAA

TAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTACTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612498 Oligochaeta sp. water mite diet isolate 11393-BHL101516-GBD19020_17719-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAAAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGAAAAGGCTTTCCCCCGA

ATAAATAAATTAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATTTCTTCTGCGACAGTAGAAAAAGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612499 Oligochaeta sp. water mite diet isolate 11395-BHL101516-GBD15736_4701-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAAAATACTAATGCGAATTGAATTATCACAACC

AGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGGTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTACTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACTAA

ATAATTTAAGATTCTGACTACTACCCCCATCTCTAATCTTACTACTTTCTTCTGCCGCAGTAGAAA

Using NCBI BLASTN in June 2018, this sequence was 86.6% 

identical to accession ID KY633404, identified in GenBank as 

Slavina sp. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612500 Oligochaeta sp. water mite diet isolate 11397-BHL101516-GBD6020_12001-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGATTAAAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTTTAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGACTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCGCCATCTCTAATCTTACTACTTTCTTCTACAGCAGTAGAAAATGGAGCTGGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 85.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612501 Oligochaeta sp. water mite diet isolate 11399-BHL101516-GBD21445_6177-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTCATTTTAGGAGTCTGAGCAGGAATAATTGGAACATGTACTAAAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTATGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCGCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612502 Oligochaeta sp. water mite diet isolate 11401-BHL101516-GBD22833_23828-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAA

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATCTAAGATTCTGACCACTATCCCCCTCTCCAACCTTACTAATATCTT

CTGCAGCATTAGAAAATGGCGCTGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612503 Oligochaeta sp. water mite diet isolate 11405-BHL101516-GBD7934_14035-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTCATTTTAGGAGTCTGAGCAGGAATAATTGGAACAGGGATTAAAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCATAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCCCCATCTCTAACCTTACTAATTTCTACTGCAACAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612504 Oligochaeta sp. water mite diet isolate 11406-BHL101516-GBD16899_28566-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACCGGGACTAA

AATACTAATTCGAATTGAATTGTCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACGGCCACCATCGCTAATCTTACTAAAAGCT

TCTGCAGCAGTAGAAAATGGCGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612505 Oligochaeta sp. water mite diet isolate 11407-BHL101516-GBD23359_22923-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTTTGAGCAGGAATAATTGGTACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCACCAGATATAGCTTGCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCTTCTGCAGCAGTAGAAAAGGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612506 Oligochaeta sp. water mite diet isolate 11408-BHL101516-GBD7521_10765-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAG

AATACTAATTCGAATTGAACTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTCCTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCATTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612507 Oligochaeta sp. water mite diet isolate 11412-BHL101516-GBD9926_23774-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCATAGGAAGAGATCAACTATATAACACCCTAGTTACTGCTC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTGCTACCACCATCACTAACCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612508 Oligochaeta sp. water mite diet isolate 11413-BHL101516-GBD19034_5146-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAATATTAATTGGAGGATTTGGAAACTGATTGGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612509 Oligochaeta sp. water mite diet isolate 11414-BHL101516-GBD25647_22301-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGAACTTTCTTAGGAAAAGATCAACTATATAACACACTAGTTACTGCACATGCATTTATAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTTCCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612510 Oligochaeta sp. water mite diet isolate 11415-BHL101516-GBD22235_21000-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTTTAAA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCATAGGAAGAGATCAACTTTATAATACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTTTTTATAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612511 Oligochaeta sp. water mite diet isolate 11416-BHL101516-GBD19614_6579-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGATCAGGAATAGTTGGAACTGCGTCTAGA

ATACTTATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACAT

GCATTCTTAATAATTTTCTTTCTGGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAGTACTTGGA

GCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612512 Oligochaeta sp. water mite diet isolate 11417-BHL101516-GBD7913_8783-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCACCAGCTCTAACCTTACTAATTTCAACTGCAGCAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612513 Oligochaeta sp. water mite diet isolate 11422-BHL101516-GBD6745_5662-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTCTGAGAAGGAATAATTGGAACTGGGACTAA

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGCGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCATAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTTCCACTAATATTTG

GAGCTCCAGATATGGCTTTTCCACGAATAAATAATATAAGATTCTGATTACTACCACCATCTCTAACCTTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612514 Oligochaeta sp. water mite diet isolate 11424-BHL101516-GBD20692_21686-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAAAATACTGATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATGAACTATATAACGCACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612515 Oligochaeta sp. water mite diet isolate 11426-BHL101516-GBD14049_8414-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATCCTTGTTACTGCACATGCATTCTTAATAATTTTTTTCCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATATTAGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612516 Oligochaeta sp. water mite diet isolate 11427-BHL101516-GBD3940_21149-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACT

AATTCGAATTGAATTATCACAACCGGGATCATTCTTAGGAAAAGATCAACTATATAACACCATAGTTACTGCACATGCAT

TCTTAATAATTTACTTTATTGTAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTC

CAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCCCCATCTCTAATCTTACTACTTTCTTCTGCAG

CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612517 Oligochaeta sp. water mite diet isolate 11428-BHL101516-GBD26146_23981-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAAAATACTAATTCGAATTGCATTATCAC

AACAAGAATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGTACATGCAATCTTAATAATTTTCTTTCTTG

TAATACCAGTATGTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCAACTCCAAGCTTACTAATTACTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.1% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612518 Oligochaeta sp. water mite diet isolate 11429-BHL101516-GBD13423_3748-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTAACCCAACC

AGGAGCCATCTGAGGAAGAGATCAACTATATAACACCTCAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTTTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACTAA

ATAATTTAAGATTCTGACTACTACCCCCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGCGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID KY633404, identified in GenBank as 

Slavina sp. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612519 Oligochaeta sp. water mite diet isolate 11432-BHL101516-GBD18034_16849-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGCGTCTAG

AATACTAATTCGACTTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCATAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTATTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCTC

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612520 Oligochaeta sp. water mite diet isolate 11433-BHL101516-GBD28875_13365-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCCCCAGATATGGCATTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612521 Oligochaeta sp. water mite diet isolate 11434-BHL101516-GBD4868_15803-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCATAGGAAGAGATCAACTATATAACATCCTTGTTACTGCAC

ATGCATTCTTGATAATTTTTTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCACCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTACTTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612522 Oligochaeta sp. water mite diet isolate 11435-BHL101516-GBD26221_21663-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAAAATACTAATTCGAATTGAATTATCAC

AACCAGAATCATTATTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TAATACCAGTAATTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAAAAATTTAAGATGCAGACGACAACCACCATCTCTAAGCTTACTAATTACTTCTGCAGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612523 Oligochaeta sp. water mite diet isolate 11436-BHL101516-GBD23074_5661-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAAAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATAGCTTTCCCGCGA

CTAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCAACAGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612524 Oligochaeta sp. water mite diet isolate 11437-BHL101516-GBD26254_8322-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACAGGTTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGGGATCAACTTTATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATATTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTGTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612525 Oligochaeta sp. water mite diet isolate 11438-BHL101516-GBD9161_21004-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATATTTTATTTTAGGAGTCTGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTCCTACAGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612526 Oligochaeta sp. water mite diet isolate 11439-BHL101516-GBD12984_8248-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTCGGAGTATGATCAGGAATAATTGGAACTTGGCCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGACTCTGACTACTACCACCATCTCTAACCTTACTAATTTCATGTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612527 Oligochaeta sp. water mite diet isolate 11440-BHL101516-GBD5983_7153-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATGTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTAATGGAGGATTTGGAAACTGGTTAGTACCACTAATACTTGGAACTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTTACTACTACCACCATCTCTAATCTTACTAATTACTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGGA

Using NCBI BLASTN in June 2018, this sequence was 85.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612528 Oligochaeta sp. water mite diet isolate 11442-BHL101516-GBD16832_11838-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCGCA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACAACCTAGTTACTGCACATGCATTATTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612529 Oligochaeta sp. water mite diet isolate 11444-BHL101516-GBD21568_16352-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGCGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACTCCCTAGTTACTGCACATGAATTCTTAATAATTTTCTTTCTGG

TACTACCAGTATGTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAATATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612530 Oligochaeta sp. water mite diet isolate 11445-BHL101516-GBD23717_7752-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612531 Oligochaeta sp. water mite diet isolate 11450-BHL101516-GBD13211_8759-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTTTAG

TTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAGGAGCCCCAGATATGGCATTCCCACGA

TTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612532 Oligochaeta sp. water mite diet isolate 11453-BHL101516-GBD2643_14017-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATGAACTAGAATACTAATTCGAATCGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGACTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612533 Oligochaeta sp. water mite diet isolate 11454-BHL101516-GBD19989_5079-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTAATTTTAGGAGTTTGAGCAGGAATAATTGGTACAGGTACTAGAATATTAATTCGAATTGAATTATCTCAA

CCAGGGTCATTCCTAGGAAGGGACCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTA

ATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACT

AAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612534 Oligochaeta sp. water mite diet isolate 11455-BHL101516-GBD20536_19779-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCACTAAACTTACTAATGTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612535 Oligochaeta sp. water mite diet isolate 11458-BHL101516-GBD23814_10122-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAAATGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCAGCATCGCTAATCATACTAATTGCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612536 Oligochaeta sp. water mite diet isolate 11459-BHL101516-GBD7836_11812-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTATAATACTAATTCGACTTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGTAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAAGGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612537 Oligochaeta sp. water mite diet isolate 11460-BHL101516-GBD10584_25784-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACCTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTCCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAAACTTACCAATCTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612538 Oligochaeta sp. water mite diet isolate 11462-BHL101516-GBD8160_23755-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGCGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAAATTTATAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTACTTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612539 Oligochaeta sp. water mite diet isolate 11464-BHL101516-GBD12520_11162-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAATATCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCATTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612540 Oligochaeta sp. water mite diet isolate 11465-BHL101516-GBD24843_6478-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCAGGAATAATTGGAACAGGAACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGATATCAACTATATAATACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCACCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCCTACTAATTTCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612541 Oligochaeta sp. water mite diet isolate 11466-BHL101516-GBD20024_21646-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTATAGT

AATACCAATATTAATTGGAGGATTTGGAAACTGACTAGTACCACTAATACTTGGAGCACCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612542 Oligochaeta sp. water mite diet isolate 11467-BHL101516-GBD25577_7807-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATCGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

CACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTTATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612543 Oligochaeta sp. water mite diet isolate 11468-BHL101516-GBD14914_13571-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACGGGGACTAGAATACTAATTCGAATTGAATTATCAC

AGCCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAACACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCAGCTCTAATCTTACAAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612544 Oligochaeta sp. water mite diet isolate 11470-BHL101516-GBD2452_19480-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGTAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGGTTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTCGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACGACCACCATCTCTAACCTTACAAAAATCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612545 Oligochaeta sp. water mite diet isolate 11471-BHL101516-GBD22707_8517-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTACCAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTTTATGACACCCTAGTTACTGCAC

ACGCATTCATAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612546 Oligochaeta sp. water mite diet isolate 11473-BHL101516-GBD9222_8923-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGTTCTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTCCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612547 Oligochaeta sp. water mite diet isolate 11474-BHL101516-GBD13968_2187-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTCGGAGGATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCATAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCAAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTACTTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

TCAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612548 Oligochaeta sp. water mite diet isolate 11477-BHL101516-GBD18511_6778-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACATCGCCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACGCTAGTTACTGCACATGCACTCTTAATAATTTTCTTTCTTG

TAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAAGTTCTACTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612549 Oligochaeta sp. water mite diet isolate 11479-BHL101516-GBD2809_14032-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGCCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGACTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGGTTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612550 Oligochaeta sp. water mite diet isolate 11480-BHL101516-GBD13274_8111-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAACAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGACGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTGCCCACGA

CGAAATAATATAAGATTCTGACTACGACCACCATCTCTAAACTTACAAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612551 Oligochaeta sp. water mite diet isolate 11481-BHL101516-GBD5272_8065-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGCATGAGCAGGAATAATTGGAACAGCGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCATTATAATTTTCTTTCTTGTAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGACATAGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612552 Oligochaeta sp. water mite diet isolate 11482-BHL101516-GBD6109_20476-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTAATTTTAGGAGTTTGAGCAGGAATAATTGGTACAGGTACTAGAATATTAATTCGAATTGAATTATCTCAACCA

GGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCCCACGCATTTCTAATAATTTTCTTTTTAGTTATA

CCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGTTTTCCCACGACTAAA

TAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 87.3% 

identical to accession ID KY633409, identified in GenBank as 

Stylaria lacustris. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612553 Oligochaeta sp. water mite diet isolate 11484-BHL101516-GBD16500_28414-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTAGCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTTGTTACTGCACATGCATTTGTAATAATTTTCTTTCTTG

TAATACCAGTTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCCCCATCTCTAATCTTACTAATTCCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612554 Oligochaeta sp. water mite diet isolate 11485-BHL101516-GBD28080_13269-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGCCCCAGATATAGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTATTACCCCCATCTCTAACCTTACTAATTTCTACTGCATCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612555 Oligochaeta sp. water mite diet isolate 11486-BHL101516-GBD28883_19589-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGACTAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTGAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGAGTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCTGCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612556 Oligochaeta sp. water mite diet isolate 11487-BHL101516-GBD4339_23443-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AAACAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAAGATTTGGAAACTTAATAGTACCACTAATACTTGGAGGTCCAGATAAGGCCTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612557 Oligochaeta sp. water mite diet isolate 11490-BHL101516-GBD27811_13454-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCATTCCTAATAATTTTCTTTATAG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTTCTACCACCATCTCTAATCCTACTAGTTTCTTCTGCAGCATTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612558 Oligochaeta sp. water mite diet isolate 11491-BHL101516-GBD13819_14096-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCATTCTT-

GTAATAACAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGATTTCCCACG

ACTAAACAATATAAGAGTCTGACTACTACCACCATCTCCAATCTTGCCAATTTCGTCTGCAGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612559 Oligochaeta sp. water mite diet isolate 11494-BHL101516-GBD5809_8582-Lq80 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612560 Oligochaeta sp. water mite diet isolate 11509-BHL101516-GBD20346_25179-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCACCACCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612561 Oligochaeta sp. water mite diet isolate 11514-BHL101516-GBD11364_5879-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTCGGAGTATGAGCAGGAACAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCATAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCGTAATAATTTTCTTTATTG

TAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612562 Oligochaeta sp. water mite diet isolate 11515-BHL101516-GBD21848_16598-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCCGGAATAATTGGAACAGGGTCTAG

AATACTAATTCGAATTGAATCATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCATAATAATTTTCTTTATTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCACCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTT

CTGCAGCAGTAGAAAATAGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612563 Oligochaeta sp. water mite diet isolate 11516-BHL101516-GBD19510_9161-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGA

CTAAATAATTTAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612564 Oligochaeta sp. water mite diet isolate 11517-BHL101516-GBD25325_19703-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGTAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGGATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACAA

CTAAATAAATTAAGAATCTGACTACGACCACCATCTCTAAACTTACTAATTTCTTCTGCATCAGTAGAAAATGAAGCTGA

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612565 Oligochaeta sp. water mite diet isolate 11518-BHL101516-GBD23668_5399-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTCGGAGTATGAGCAGGAATAATTGGAACCGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACGAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACGACTACCACCATCTCTAATCTGACTAATATCTTCTGCGGCAGTAGAAAAGGGAGCGGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612566 Oligochaeta sp. water mite diet isolate 11519-BHL101516-GBD5610_18667-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGAAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACCC

CTAAATAATTTAAGATCCTGACTCCTACCACCATCTCGAATCTTACTAAGTTCTTCTGCAGCAGGAGAAAACGGAGCTGC

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612567 Oligochaeta sp. water mite diet isolate 11522-BHL101516-GBD19976_17586-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGTTCTAGAATATTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGTATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612568 Oligochaeta sp. water mite diet isolate 11528-BHL101516-GBD10338_9818-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGCCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTTGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCATTCCCACGA

ATAAATAACATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCATCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612569 Oligochaeta sp. water mite diet isolate 11529-BHL101516-GBD9310_6164-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTACTAGACTACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCAGGAGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612570 Oligochaeta sp. water mite diet isolate 11531-BHL101516-GBD12258_13652-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTACTTTAGGAGTTTGAACAGGAACAATTGGAACCGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTGCTACCACCATCTCTAACCTTACAAATATCTTCTGCAGCAGTAGAAAATGGAACTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612571 Oligochaeta sp. water mite diet isolate 11532-BHL101516-GBD11296_26502-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCGCATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGC

CTAAATAATCTAAGATTCTGACCACTACCCCCCTCGCTAATCTTACTAATATCTTCTGCAGCATTAGAAAATGGCGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612572 Oligochaeta sp. water mite diet isolate 11534-BHL101516-GBD19514_7235-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCCGGATCATTCTTAGGAAGATATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAAAAATTTAAGATTCTGACTACTACCACCATCGCGAATCTTACTACTTGCTTCTGCAGCAGGAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612573 Oligochaeta sp. water mite diet isolate 11539-BHL101516-GBD18113_11703-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGCACAGCGTCTAGA

ATACTAATTCGACTTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATAGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612574 Oligochaeta sp. water mite diet isolate 11540-BHL101516-GBD22269_20309-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTGGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGC

CTAAAAAAATTAAGATACTGACTACTACCACCATCTCTAAACTTACAAATTGCCTCTGCAGCAGTAGAAAATGGCGCTGA

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612575 Oligochaeta sp. water mite diet isolate 11541-BHL101516-GBD21017_10932-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCACTAAAATTACTAAGATCTA

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612576 Oligochaeta sp. water mite diet isolate 11545-BHL101516-GBD9113_16818-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTTTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTTTTTATAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCACCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612577 Oligochaeta sp. water mite diet isolate 11547-BHL101516-GBD9160_3197-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGATCTGGAATAGTTGGAACAAGTCCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTTGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAAATGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGTTTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612578 Oligochaeta sp. water mite diet isolate 11548-BHL101516-GBD18819_10721-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTTATTCGAGTTGAATTATCACA

ACCAGGAACATTCTTAGGTAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTTTTTATTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612579 Oligochaeta sp. water mite diet isolate 11549-BHL101516-GBD16320_12784-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACAGGGACTAGAATAC

TAATTCGAATTGAATTATCACAACCAGGCTCATTCTTAGGAAAAGATCAACTATATAACACCCTTGTTACTGCACATGCAT

TCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTC

CAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTACTGCAG

CAGTAGAAAAGGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612580 Oligochaeta sp. water mite diet isolate 11552-BHL101516-GBD25857_15938-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTACGAGCAGGAATAATTGGAACAGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTTTTAATAATTTTCTTTCTTGTAATACCAGTTTTTATTGGAGGATTTGGAAACTGATTAGTTCCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCCTACTAATTTCTTCT

GCATCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612581 Oligochaeta sp. water mite diet isolate 11553-BHL101516-GBD5413_16101-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCATAGGAAGAGATCAACTCTATAACACCCTTGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAACATAAGATTCTGACTACTACTACCATCTCTAACCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612582 Oligochaeta sp. water mite diet isolate 11557-BHL101516-GBD13624_4664-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATAGGAACAGGGACTAGAATACTAATTCGAATTGAATTAGCA

CAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTT

GTAATACCAGTTTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTACCGATATGGCTTTCCCGCG

ACTAAATAATTTAAGATTCTGACTACTACCCCCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGCGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612583 Oligochaeta sp. water mite diet isolate 11558-BHL101516-GBD7801_11434-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGACTTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCAGACTCCTCCCACCATCTATAAACTTACTAATTTCTTCTGCAGCAGTACAAAATGGAGATAGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612584 Oligochaeta sp. water mite diet isolate 11561-BHL101516-GBD14925_8705-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGAACATTCTTAGGAGGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCCCCATCTCTAACCTTACTAATTTCTGCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612585 Oligochaeta sp. water mite diet isolate 11562-BHL101516-GBD17473_7720-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGCCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAGGAGATCAACTATATAACACCCTAGTTACTGCTCATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCCTACTAATTTCTAGTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612586 Oligochaeta sp. water mite diet isolate 11563-BHL101516-GBD26639_11277-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGCCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCATAGGAAGAGATCAACTTTATAACACTCTAGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTATAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612587 Oligochaeta sp. water mite diet isolate 11568-BHL101516-GBD2481_12990-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGACTATAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTATTTCTTGT

AATACCAGTATTAATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGACCCAGATATGGCATTCCCACGAA

TAAATAATATAAAATTCTGACTACTACCACCATCTCTAACCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGA

AC

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612588 Oligochaeta sp. water mite diet isolate 11572-BHL101516-GBD26020_22307-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATACTTAATTTTAGGAGTACAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCTCATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGACTAGTTCCATTAATACTAGGAGCCCCAGATATGGCATTCCCACGA

CTAAATAATTTAAAATTCTGACTACTACCCCCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612589 Oligochaeta sp. water mite diet isolate 11573-BHL101516-GBD13150_11153-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATGCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTTTTCCTTG

TAATACCAGTATTCATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTTCCACGA

ATAAATAATATAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612590 Oligochaeta sp. water mite diet isolate 11575-BHL101516-GBD8939_11588-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTAGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTGACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGAATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACGAAATAAAATAAGATTCTGACTACTACCACCATCTCCAAACTTACAAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612591 Oligochaeta sp. water mite diet isolate 11576-BHL101516-GBD25932_13841-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCATGATCATTCTTAGGAAGAGATCAACTATATAACATCCTAGTTACTGCACATGCATTCTTTATAATTTTTTTTCTAGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612592 Oligochaeta sp. water mite diet isolate 11577-BHL101516-GBD22361_13318-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTCATTTTAGGAGTATGAGCAGGAATAATTGGAACTGCGACTAG

AATACTAATTCGAATTGAACTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTTGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612593 Oligochaeta sp. water mite diet isolate 11578-BHL101516-GBD24464_24189-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTCGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAGTTATCACA

ACCAGGAACATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCATTATTTATTGGGGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAAAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612594 Oligochaeta sp. water mite diet isolate 11579-BHL101516-GBD17370_14681-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTATTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATATTTGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTACTTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612595 Oligochaeta sp. water mite diet isolate 11583-BHL101516-GBD28576_16798-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCTCATGCATTCTTAAAAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGAATTGGAAACGGATTAGTACAACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTGCCACCATCTATAATATTACTAAATTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612596 Oligochaeta sp. water mite diet isolate 11587-BHL101516-GBD26962_15006-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTTTAGAAT

ACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACTATAGTTACTGCACATG

CATTCTTAATAATTTTCTTTCTAGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAG

CTCCTGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCCCCATCTCTAATCTTACTAATTTCTTCTGC

AGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.0% 

identical to accession ID KU728850, identified in GenBank 

as Enchytraeus albidus. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612597 Oligochaeta sp. water mite diet isolate 11588-BHL101516-GBD4356_21697-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTGGGAGTATGATCAGGAATAATTGGAACAGGTACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCATAGGAAAAGATCAACTATATAACACCATAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612598 Oligochaeta sp. water mite diet isolate 11590-BHL101516-GBD28093_15384-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAAATATATAACACAATAGTTACTGCACATGCATTCTTAATAATTTTCTTTATAGT

AATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCCCCATCTCTAATCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612599 Oligochaeta sp. water mite diet isolate 11593-BHL101516-GBD8682_9545-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGTATATTAATTCGCATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTGTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCGCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAAGTTCTGCTGCAGCAGTAGAAAAGGGAGCCGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612600 Oligochaeta sp. water mite diet isolate 11594-BHL101516-GBD20293_22708-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGT

AATACCAATTTTTATTGGAGGATTTGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAAT

AAATAATATAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATATCTTCTGCAGCCGTAGAAAATGGAGCTGGAAC

AGG

#N/A

>MW612601 Oligochaeta sp. water mite diet isolate 11596-BHL101516-GBD14335_23815-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTCGTAATAATTTTCTTTCTTGTAATACCAGTACTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCCCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612602 Oligochaeta sp. water mite diet isolate 11598-BHL101516-GBD14483_8014-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTCTGATCAGGAATAATTGGAACTGGGCCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGTGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612603 Oligochaeta sp. water mite diet isolate 11599-BHL101516-GBD12799_2285-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAGTTGGAACATGGACTAGAATACTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTATAGTAATA

CCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGACATGGCTTTCCCACGAATAAA

TAATATAAGATTCTGGCTACTACCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID KY633404, identified in GenBank as 

Slavina sp. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612604 Oligochaeta sp. water mite diet isolate 11601-BHL101516-GBD20462_4175-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGAAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCTTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAG

TAATACCAGTATTTATTGGGGGATTTGGAAACTGATTAGGACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCATGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTGACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612605 Oligochaeta sp. water mite diet isolate 11602-BHL101516-GBD25510_12704-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTTATTCGAATTGAATTATCAC

AACCCGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAG

TAATACCAATATTAATTGGAGGATTTGGAAACTGACTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCCCCATCTCTAATCTTACTAATTTCTTCTGCATCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612606 Oligochaeta sp. water mite diet isolate 11605-BHL101516-GBD11882_6873-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTTGGAGTATGATCAGGAATAGTTGGAACTTGGACTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCATTCATAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACA

TGCTTTCTTAATAATTTTCTTTATTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612607 Oligochaeta sp. water mite diet isolate 11606-BHL101516-GBD20075_6588-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAACACTAATTCGAATTGAATTATCACAACC

AGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTCTGACTTCTACCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612608 Oligochaeta sp. water mite diet isolate 11609-BHL101516-GBD6412_16965-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGGGCATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTATTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCCCCATCTCTAACCTTACTAATTTCTTCAGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612609 Oligochaeta sp. water mite diet isolate 11610-BHL101516-GBD6351_9444-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGCATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCTTTCTTAATAATTTTTTTTCTTGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCATTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612610 Oligochaeta sp. water mite diet isolate 11613-BHL101516-GBD10553_19003-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAATTCTCACA

ACCAGGATCATTCTTAGGAAGAGATCAATTATATAACACCCTAGTAACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGTTATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612611 Oligochaeta sp. water mite diet isolate 11614-BHL101516-GBD24072_26032-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTCCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTATAG

TAATACCAGTTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTACTGCAACAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612612 Oligochaeta sp. water mite diet isolate 11619-BHL101516-GBD9951_17688-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTTTGTACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAAT

ACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATG

CATTCTTTATAATTTTTTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGC

TCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTACA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.4% 

identical to accession ID KT429020, identified in GenBank as 

Amynthas moniliatus. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612613 Oligochaeta sp. water mite diet isolate 11620-BHL101516-GBD27312_14270-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTTCCCCCATCATTAACCTTACTAATATCTT

CCGCAGTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612614 Oligochaeta sp. water mite diet isolate 11621-BHL101516-GBD24931_23396-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTACTAG

AATACTAATTCGAATTGAATTCTCACAACCAGGATCATTATTAGGAAGAGATCAACTATATAATACACTAGTTACTGCAC

ATGCTTTCTTAATAATTTTCTTTCTAGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612615 Oligochaeta sp. water mite diet isolate 11622-BHL101516-GBD9794_13511-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATAGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTTGTTACTGCCCATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTCCCACCATCTCTAACCTTACTAATTTCTTCTGCAGTAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612616 Oligochaeta sp. water mite diet isolate 11624-BHL101516-GBD24481_16075-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGATTCTGACTACTACCACCCTCTCTAACCTTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612617 Oligochaeta sp. water mite diet isolate 11625-BHL101516-GBD4548_13706-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

CCCAGGATCATTCTTAGGAAGAGATCAACTTTATAACATCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATACCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612618 Oligochaeta sp. water mite diet isolate 11626-BHL101516-GBD21042_9367-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTTCGTCTAGAATACTAGTTCGAATTGAATTATCACA

ACCAGGATCA-

TTCTCAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTA

TTTATTGGAGGATTTGGAAACTGAATAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGACTAAATAATAT

AAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTATGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612619 Oligochaeta sp. water mite diet isolate 11627-BHL101516-GBD13815_25820-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGGACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAAATATGGCTTTCCCACGA

ATAAATAATATAGGATTCTGACTACTACCACCATCTCTAATCTTACTAACTACTTCTGCAGCAGCAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612620 Oligochaeta sp. water mite diet isolate 11629-BHL101516-GBD7027_16745-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTTGGAGCATGATCAGGAATAATTGGAACATGGT-

CTAGAATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACT

GCACATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATA

CTTGGAGCTCCAGATATAGCTTTCCCTCGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATT

TCTACTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612621 Oligochaeta sp. water mite diet isolate 11631-BHL101516-GBD26796_8743-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTTATTCGAATTGAATTATCACA

ACCAGGAACATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTTTTTATAATTCTCTTTCTAGT

AATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612622 Oligochaeta sp. water mite diet isolate 11632-BHL101516-GBD15876_9046-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

AACAGGATCATTCTTAGGAAATGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAGTACTTGGAGCACCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCGTACTAATTTCTTGTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612623 Oligochaeta sp. water mite diet isolate 11633-BHL101516-GBD27787_21739-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCCGGATCATTCTTAGGAAGAGATCAAATATATAACACCATAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCATGTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612624 Oligochaeta sp. water mite diet isolate 11634-BHL101516-GBD16763_7919-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTCTGAGCAGGAATAATTGGAACAGGGACTAGAATATTAATTCGAATTGAATTATCACA

ACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACACTAGTTACTGCACATGCATTCATAATAATTTTCTTTCTTGT

TATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCCTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612625 Oligochaeta sp. water mite diet isolate 11635-BHL101516-GBD20901_7749-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGTATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTACAGATATGGCATTCCCACGAC

TAAAAAAAATAAGATACTGACTACGACCACAATCTCTAAACTTAAAAATGTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612626 Oligochaeta sp. water mite diet isolate 11636-BHL101516-GBD10505_27023-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTACTAGAATACTAATTCGAATTGAATTATCACA

CCCAGGATCATTCTTAGGAAGCGATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAGT

AATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCATTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612627 Oligochaeta sp. water mite diet isolate 11639-BHL101516-GBD24671_16868-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCTCATGCATTCTTTATAATTTTCTTTCTTGT

AATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTGCCTCTAATACTAGGAGCTCCAGATATAGCTTTCCCTCGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612628 Oligochaeta sp. water mite diet isolate 11640-BHL101516-GBD28768_15178-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGAACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAAAGATCAACTATATAATACTCTAGTTACTGCACATGCATTTATAATAATTTTCTTTCTAGT

TATACCAGTTTTAAATGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612629 Oligochaeta sp. water mite diet isolate 11643-BHL101516-GBD3672_15565-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGATCAGGAATAATTGGAACATGTACTAGA

ATACTAATTCGAATTGAATTATCACAACCAGCATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACAT

GCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTTCT

GCACTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612630 Oligochaeta sp. water mite diet isolate 11644-BHL101516-GBD23882_5132-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTCTGAGCAGGAATAATTGGAACAGGGCCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCATTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTTGTACCACTAATACTAGGAGCTCCAGATATAGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612631 Oligochaeta sp. water mite diet isolate 11645-BHL101516-GBD2859_13965-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATCACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGAGTTGCAAACTGATTAGTACCACTAATACTTGGAGATCCAGATATCGCTTTCCCACGA

CTAAATAATTTAATATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGCAGCAGGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 85.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612632 Oligochaeta sp. water mite diet isolate 11647-BHL101516-GBD15669_5264-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAACTATCAC

AACCATGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTATTTCTAG

TAATACCAGTATTTATTGGAGAATTAGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGT

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGCGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612633 Oligochaeta sp. water mite diet isolate 11649-BHL101516-GBD28235_20480-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGAACATTCTTAGGAAGAGATCAACTATATAATACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGACTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCTCGAC

TAAATAATATAAGATTCAGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTTCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612634 Oligochaeta sp. water mite diet isolate 11651-BHL101516-GBD20287_5776-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGGATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGTTTTCCCCCGC

CTAAACAATTTAAGATTCTGTCTACGACCACCATCTCTAAACTTACCAATTTCTTCTGCAGCAGTAGAAAACGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612635 Oligochaeta sp. water mite diet isolate 11653-BHL101516-GBD18929_6864-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTTCTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGCTCACTCTTCGGAAGAGATCAACTATATAACACCCTAGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCAATAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCATC

AGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612636 Oligochaeta sp. water mite diet isolate 11654-BHL101516-GBD5744_16407-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATACTTAATTTTAGGAGTATGAGCAGGAATAGTTGGAACAGCGACTAGAATACTAATTCGAATTGAATTAGCAC

AACCAGGATCATTCTTAGGAAAAGATCAAATATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTTCCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCCCCATCTCTAACCTTACTAATTTCTTCTGCAGTAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612637 Oligochaeta sp. water mite diet isolate 11655-BHL101516-GBD2697_15309-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTGT

AATACCAGTATTTATTGGAGGATCTGGAAACTGATTAGTACCACTAGTACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCAGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612638 Oligochaeta sp. water mite diet isolate 11658-BHL101516-GBD18593_22985-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGTACAGGGTTTAGAATTC

TTATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTTGTTACTGCACATGCAT

TCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTC

CAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTACTGCAA

CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612639 Oligochaeta sp. water mite diet isolate 11661-BHL101516-GBD26981_16004-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTTGTACCATTAATACTTGG

AGCTCCTGATATGGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCCTACTAATTGCTTC

GGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612640 Oligochaeta sp. water mite diet isolate 11663-BHL101516-GBD13859_12984-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAGTTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTTATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCCTACTAATCTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612641 Oligochaeta sp. water mite diet isolate 11666-BHL101516-GBD25663_9029-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTGTACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCTTTCTTAATAATTTTCTTTCTAG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTACTTTCTACAGCAACAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612642 Oligochaeta sp. water mite diet isolate 11669-BHL101516-GBD8335_13796-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACT

AATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCAT

TCTTAATAATTTTCTTTCTTGTTATACCAGTATTTATTGGAGGATTTGGAAACTGACTACTACCACTAATACTTGGAGCAC

CAGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCCTACTAATTTCCTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612643 Oligochaeta sp. water mite diet isolate 11670-BHL101516-GBD7266_12996-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATATTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTTTATAATACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612644 Oligochaeta sp. water mite diet isolate 11671-BHL101516-GBD19140_24491-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTCTCAC

AACCAGGATCCTTCTTATGAAAAGATCAACTATATAACACCCTAATTACTGCACATGCATTCTTAACAATTTTCTTTCTTGT

AATACCAATATTTATTGGAGGATTTAGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612645 Oligochaeta sp. water mite diet isolate 11672-BHL101516-GBD27090_15043-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGTCTAG

AATACTAATTCGAATTGAATTATCACACCCAGGATCATTCATAGGAAGAGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATATTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTT

CCGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612646 Oligochaeta sp. water mite diet isolate 11674-BHL101516-GBD25107_16982-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGACTTTCCCACGA

CTAAATAAAATAAGAAACGGACTACGACCGCCAGCTCTAAACTTACTAATTGCTTCTGCAGCAGTAGAAAATGGAGCTG

GAACAG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612647 Oligochaeta sp. water mite diet isolate 11675-BHL101516-GBD21251_26119-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACAGGCACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCATAGGAAAAGATCAACTATATAACACACTTGTTACTGCACATGCATTTTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTGCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612648 Oligochaeta sp. water mite diet isolate 11677-BHL101516-GBD21235_10286-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAACTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCGACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAGTACCAGTATTTATTGGAGGATTTGGTAACTGATTAGTACCACTAATACTTGGAGCTCCGGATATGGCTTTCCCACGA

CAAAATAATATAAGATTCTGACTAATACCACCATCGCTAATCTTACTAATTTCGTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612649 Oligochaeta sp. water mite diet isolate 11678-BHL101516-GBD23978_20868-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTAGCACCATCTCTAATCTTACTAATTTCTCCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612650 Oligochaeta sp. water mite diet isolate 11679-BHL101516-GBD16205_2831-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTCACTGCACATGCATTCTTAATAATTTTATTTCTTG

TAATACCAGTCTTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCCCCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTCGAAACTGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612651 Oligochaeta sp. water mite diet isolate 11682-BHL101516-GBD11826_16001-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGACCTTCCCACGAA

GAAAAAAAAAAAGATACTGACTACGACCGCCATCTCTAAACTTACAAATGTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AAC

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612652 Oligochaeta sp. water mite diet isolate 11685-BHL101516-GBD14507_14669-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGACTAATTGGAACAGGGACTAGAATGCTAATTCGAATTGAACTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTATATAACAACCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAAGTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATCCTGACTACTACCACCATCTCTAATCTTACGAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612653 Oligochaeta sp. water mite diet isolate 11689-BHL101516-GBD28745_19603-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAAGGGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTGTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTACGACCACCATCTCTAATCTGACGAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612654 Oligochaeta sp. water mite diet isolate 11690-BHL101516-GBD24313_17839-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGCCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAAAGATCAACTTTATAACCCTCTAGTTACTGCACATGCATTTTTTATAATTTTCTTTCTTGTA

ATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGACT

AAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612655 Oligochaeta sp. water mite diet isolate 11695-BHL101516-GBD5694_12233-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGCCGTTCCCACGA

CTAAACAATTTAAGATTCTGACTCCTACCAACATCTCTAAACTGAAGAATTTCTTCGGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612656 Oligochaeta sp. water mite diet isolate 11696-BHL101516-GBD9295_17539-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTCGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

TATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATAGCTTTCCCACGTA

TAAATAATATAAGATTCTGACTACTACCCCCATCTCTAACCCTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612657 Oligochaeta sp. water mite diet isolate 11697-BHL101516-GBD17005_10032-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCCGGAATAATTGGAACAGGGTCTAGAATACTA

ATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCATT

CTTTATAATTTTCTTTCTTGTTATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCACC

AGATATAGCTTTCCCTCGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTACTGCAGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612658 Oligochaeta sp. water mite diet isolate 11698-BHL101516-GBD10673_26319-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAGAATATTAATTCGAATAGAATTATCACA

ACCAGGATCATTCTTCGGAAGAGATCAACTATATAACACCCTAGTTACTGCTCATGCATTCTTAATAATTTTTTTTCTAGT

AATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612659 Oligochaeta sp. water mite diet isolate 11700-BHL101516-GBD10683_9225-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGCATCTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCTTTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACAT

GCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGA

GCACCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACCAATTTCTTCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612660 Oligochaeta sp. water mite diet isolate 11703-BHL101516-GBD24370_6954-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATGGAATTATCAC

AACCAGGCTCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCTTTCTTAATAATTTTCTTTCTAG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGCACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTATTACCACCATCTCTAACCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612661 Oligochaeta sp. water mite diet isolate 11706-BHL101516-GBD12374_15065-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTTGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATAATAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAGT

AATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612662 Oligochaeta sp. water mite diet isolate 11709-BHL101516-GBD25943_9431-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAATGATCAACTTTATAACACACTTGTTACTGCACA

TGCATTCATAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTTCCACCATCTCTAATCTTACTAATTTCTACT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612663 Oligochaeta sp. water mite diet isolate 11712-BHL101516-GBD4929_15279-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGACATCCGGAAAAGACCTTCCCACGG

CTAAAAAAATTAAGATTCTTACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.1% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612664 Oligochaeta sp. water mite diet isolate 11717-BHL101516-GBD5120_18080-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCATAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAATTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTGCCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612665 Oligochaeta sp. water mite diet isolate 11718-BHL101516-GBD11761_4507-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGGATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAACTATCAC

AACCAGGATCATTCATAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTTTTAATAATTTTCTTTATTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCATTCCCACGA

ATAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612666 Oligochaeta sp. water mite diet isolate 11720-BHL101516-GBD14323_23523-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATAGGAACTGGTACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCATTGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAAGATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612667 Oligochaeta sp. water mite diet isolate 11724-BHL101516-GBD24391_7545-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACCA

GGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGTAATA

CCAGTATTTATTGGAGGATTTGGAAAATGGCTATTTCCATTAATAATTGGAGCCCCAGATATGGCATTCCCACGACTAAA

TAATATAAAATTCTGACTACTACCACCATCTCTAACCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612668 Oligochaeta sp. water mite diet isolate 11726-BHL101516-GBD25355_15775-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTACCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGATTACTACCACCATCCCTAACCTTACTAACAACTT

CAGCAGCAGCAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612669 Oligochaeta sp. water mite diet isolate 11727-BHL101516-GBD24600_15904-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGACTACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGTATTTTTAATAATTTTCTTTCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGAATAGTACCACTAATACTTGGTGCTCCAGATATAGCATTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTGCATCGGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612670 Oligochaeta sp. water mite diet isolate 11729-BHL101516-GBD18791_22192-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTTGGAGTATGAGCAGGAATAATTGGAACTTGGACTAGA

ATACTAATTCGAATTGAATTATCACAACCAGGATCTTTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACAT

GCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAGCTGATTAGTACCACTAATATTTGGA

GCTCCAGATATGGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCT

GCAACAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612671 Oligochaeta sp. water mite diet isolate 11731-BHL101516-GBD26481_13135-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTCATTTTAGGAGTATGAGCAGGAATAGTTGGAACTGGCCCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGAATCTGACTACTACCACCAGCTCTAACCTTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612672 Oligochaeta sp. water mite diet isolate 11732-BHL101516-GBD2653_16716-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGTGATCAACTTTATAACACGCTAGTTACTGCACATGCATTTTTAATAATTTTCTTTCTAGT

TATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTTCTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612673 Oligochaeta sp. water mite diet isolate 11734-BHL101516-GBD22390_20931-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGATTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACATACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAGTCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612674 Oligochaeta sp. water mite diet isolate 11751-BHL101516-GBD21817_4986-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGTCTAGAATAC

TAATTCGAATTGAATTATCACAAACAGGATCATTCTTAGGAAGAGATCAACTATATAACACCATAGTTACTGCACATGCA

TTCTTAATAATTTTCTTTCTTGTAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCT

CCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTTCTGCA

GCAGTAGAAAATGGGGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612675 Oligochaeta sp. water mite diet isolate 11768-BHL101516-GBD24991_21682-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGATTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGAACATTCATAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAGT

AATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACCTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTTCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612676 Oligochaeta sp. water mite diet isolate 11771-BHL101516-GBD4423_23269-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGCGTTTAGAATACTAATTCGAATTGAATTATCAC

AACCCGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCGTAATAATTTTCTTTCTAG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAATAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612677 Oligochaeta sp. water mite diet isolate 11785-BHL101516-GBD18672_7164-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAG

GAGCTCCAGATATAGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTA

GCGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612678 Oligochaeta sp. water mite diet isolate 11793-BHL101516-GBD13422_2948-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGTATCATTCTTAGGAAGATATCAACTATATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTTGAGACTGATTAGTACCACTAATACTTGGAGCTCCCGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTCGAAAATGGCGCTGGCA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612679 Oligochaeta sp. water mite diet isolate 11798-BHL101516-GBD7635_11301-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAGAATATTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTTCTACCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612680 Oligochaeta sp. water mite diet isolate 11808-BHL101516-GBD28386_20288-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAAGTATCAT

CACCAGGATCATTCATAGGAAGAGATCAACTATTTAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGTATTTGGAACCTGATTAGTACCACTAATACTTAGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAATATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAAGGGAGCTGGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 85.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612681 Oligochaeta sp. water mite diet isolate 11810-BHL101516-GBD7369_14023-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

CCCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTTTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTGATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612682 Oligochaeta sp. water mite diet isolate 11813-BHL101516-GBD16288_3398-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGTATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCGTTCTTAATAATTTTCTTTCTTG

TCATACCAGTATTTATAGGAGGATTTGGAAACTGATTAGTAACACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACTATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGCGCTGGA

CCA

Using NCBI BLASTN in June 2018, this sequence was 85.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612683 Oligochaeta sp. water mite diet isolate 11826-BHL101516-GBD24773_12516-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGACTACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTTATAATTTTCTTTCCTG

TAATAACAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCCTTCCCACGA

CTAAATAAATTAAGATTCTGACTACCACCACCATCTCTAAACTTACTAAATTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612684 Oligochaeta sp. water mite diet isolate 11829-BHL101516-GBD9358_13069-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGTTCTAGAAT

ACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATG

CATTCTTAATAATTTTTTTTATTGTAATACTAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGC

TCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCTGC

AGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.0% 

identical to accession ID KT429020, identified in GenBank as 

Amynthas moniliatus. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612685 Oligochaeta sp. water mite diet isolate 11836-BHL101516-GBD21250_18902-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTATTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCCCCATCACTAACCTTACTAATATCTT

CTGCAGTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612686 Oligochaeta sp. water mite diet isolate 11840-BHL101516-GBD15853_21673-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACTTGCATTTCTGATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612687 Oligochaeta sp. water mite diet isolate 11842-BHL101516-GBD28858_17340-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGACTTGAATTATCACAACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACACTTGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGACTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGGTATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTT

CAGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612688 Oligochaeta sp. water mite diet isolate 11845-BHL101516-GBD18801_10913-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGCGTCTAG

AATACTAATTCGAATTGAATTATCACACCCAGGATCCTTCTTAGGAAAAGATCAACTATATAACACCCTTGTTACTGCACA

TGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTGGG

AGCTCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTC

CGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612689 Oligochaeta sp. water mite diet isolate 11851-BHL101516-GBD7179_21516-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAG

AATACTAATTCGAACTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTCTAGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCTCGACTAAATAACATAAGATTCTGACTACTACCCCCATCTCTAACCTTACTAATTTCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612690 Oligochaeta sp. water mite diet isolate 11852-BHL101516-GBD20887_25362-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCATAGGAAGAGATCAACTATATAACAACAC-

AGTTACTGCACATGCATTTTTAATAATTTTCTTTATAGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACC

ACTAATACTAGGAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTT

ACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612691 Oligochaeta sp. water mite diet isolate 11853-BHL101516-GBD17307_18791-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACT

AATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATACAACACTCTAGTTACTGCACATGCAT

TCTTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGATTACTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGGCTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTGGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612692 Oligochaeta sp. water mite diet isolate 11859-BHL101516-GBD9842_9131-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCCGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAGTTGAATTATCACA

ACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCACCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612693 Oligochaeta sp. water mite diet isolate 11869-BHL101516-GBD11746_23253-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGAAAAGGCTTTCCCACCACCAAAAAAATTAAGAATCTGGCCACCACCACCATCTCTAATCTTACTAGTTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612694 Oligochaeta sp. water mite diet isolate 11872-BHL101516-GBD10787_4709-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATATTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTCGTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCGCGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAACCTTACTAATATCTT

GTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612695 Oligochaeta sp. water mite diet isolate 11877-BHL101516-GBD21186_13690-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTTGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAG

AATACTTATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCTTTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAAAACTTG

GAGCTCCAGATATGACCTTCCCACGGCTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.4% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612696 Oligochaeta sp. water mite diet isolate 11879-BHL101516-GBD24646_6028-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATTGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGAATCATTCTTAGGAAGATATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTGTCTAGT

AATACCAATATTTATTGGAGGATTTGGAAAATGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAAGCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612697 Oligochaeta sp. water mite diet isolate 11881-BHL101516-GBD13959_5372-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAATTGTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACAACCAGGAT

CATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTGGTAATACCAG

TATTTATTTGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGCCTAAATAATT

TAAGATTCTGACTACTTCCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGCGCTGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633404, identified in GenBank as 

Slavina sp. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612698 Oligochaeta sp. water mite diet isolate 11882-BHL101516-GBD25914_9539-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATGTACTAGAATACTAATTCGAATTGAATTATCACA

AACAGGATCATTCTTAGGAAGAGATCAACTTTATAACACACTTGTTACTGCACATGCTTTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCATTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612699 Oligochaeta sp. water mite diet isolate 11889-BHL101516-GBD24867_13674-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTAAATTATCACA

ACCAGGGTCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTGT

AATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTCTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612700 Oligochaeta sp. water mite diet isolate 11897-BHL101516-GBD22123_19498-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCTTTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGTA

ATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCCCCAGATATGGCTTTCCCACGAAT

AAATAATTTAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612701 Oligochaeta sp. water mite diet isolate 11899-BHL101516-GBD10256_16042-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGTATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 83.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612702 Oligochaeta sp. water mite diet isolate 11901-BHL101516-GBD8453_15667-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGCCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCGTAATAATTTTTTTTATTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612703 Oligochaeta sp. water mite diet isolate 11912-BHL101516-GBD20233_14550-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTTTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAAAGATCAACTATATAACATCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATATTTGGAGCTCATGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGGAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612704 Oligochaeta sp. water mite diet isolate 11913-BHL101516-GBD25076_9679-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATATTAATTCGGATTGAATTATCTC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGACTTCTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGA

CTAAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTACTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.8% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612705 Oligochaeta sp. water mite diet isolate 11915-BHL101516-GBD16204_7971-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGT-

TTAGAATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAGGTGATCAACTATATAATACCCTAGTTACT

GCACATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGACTAGTACCACTAATA

CTTGGAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATT

TCTACTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612706 Oligochaeta sp. water mite diet isolate 11916-BHL101516-GBD13567_24055-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTTGTACCTCTAATACTTGGAGCTCCAGATATAGCTTTCCCACGA

CTTAACAATTTAAGATTCTGACTACTACCACCTTCTCTAATCCTACTAGTTTCTTCTGCAGCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612707 Oligochaeta sp. water mite diet isolate 11926-BHL101516-GBD10193_25213-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGAATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGT

AATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACATTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTGAA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612708 Oligochaeta sp. water mite diet isolate 11929-BHL101516-GBD22235_17124-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATATTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAATACCCTAGTAACTGCAC

ATGCATTCCTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTACTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCACTAATCTTATTAGTTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.5% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612709 Oligochaeta sp. water mite diet isolate 11931-BHL101516-GBD4975_8942-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAATACCCTTGTTACTGCACATGCATTTTTAATAATTTTCTTTCTTGTA

ATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAGGAGCTCCAGATATGGCTTTCCCACGACT

AAATAATATAAGATTCTGACTTCTACCACCATCTCTGACCTTACTAATTTCTTCTGCAACAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612710 Oligochaeta sp. water mite diet isolate 11933-BHL101516-GBD13958_11820-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGTACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCATA-

TAAAACCAGTATTTATTGGAGGATTTGGAAACTGATTCGTACCACTAATACTTGGAGCTCCAGATATAGCTTACCCACGA

CTAAATAATATAAGATTCTGACTTCTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612711 Oligochaeta sp. water mite diet isolate 11934-BHL101516-GBD4158_18475-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTTGGAAAAGATCAAATATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TGATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCTTCTGCAGCAGCAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612712 Oligochaeta sp. water mite diet isolate 11936-BHL101516-GBD17026_10063-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTCGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCATAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCCTTCCCACGTATAAATAACATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612713 Oligochaeta sp. water mite diet isolate 11944-BHL101516-GBD8295_10510-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCAGGAATAATTGGAACAGGGACTAGAATATTA

ATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATT

CTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCACTAACCTTACTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612714 Oligochaeta sp. water mite diet isolate 11945-BHL101516-GBD23325_12648-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTTTTAATAATTTTTTTTATAGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCCCCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCCCCATCACTAACCCTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612715 Oligochaeta sp. water mite diet isolate 11947-BHL101516-GBD15190_25539-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCAGGAATAATTGGAACAGGGACTAGAATACT

AATTCGAATTGAATTATCTCAACCAGGATCATTCTTAGGAAGAGATCAACTATATAATACCCTAGTTACTGCACATGCATT

CTTAATAATTTTCTTTCTCGTAATACCAGTATTTATTGGAGGATTTGGAAATTGACTAGTACCTCTAATACTCGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCACTAATCCTACTAATTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612716 Oligochaeta sp. water mite diet isolate 11948-BHL101516-GBD22238_19003-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGCGATTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGACCAACTTTATAATACCATAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGT

AATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612717 Oligochaeta sp. water mite diet isolate 11959-BHL101516-GBD19099_25519-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGATCAGGAATAATTGGAACATGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGACTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCCTTCCCACGA

CTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTCACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612718 Oligochaeta sp. water mite diet isolate 11962-BHL101516-GBD25895_8128-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGATTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACATCCTAGTTACTGCACATGCATTTTTAATAATTTTCTTTCTAGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCACCAGATATAGCTTTCCCTCGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

AC

Using NCBI BLASTN in June 2018, this sequence was 87.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612719 Oligochaeta sp. water mite diet isolate 11963-BHL101516-GBD28183_15800-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCAGGAATAATTGGAACAGGGACTAGAATATT

AATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCAT

TCCTAATAATTTTCTTTCTTGTTATACCAGTATTTATTGGAGGATTTGGAAACTGACTACTACCTCTAATACTTGGAGCTCC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCCTACTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612720 Oligochaeta sp. water mite diet isolate 11964-BHL101516-GBD17326_16584-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCGTTCTTAGGAAGAGACCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTCATTGT

AATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACCAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612721 Oligochaeta sp. water mite diet isolate 11965-BHL101516-GBD7605_5087-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGCACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGCGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTTTTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAAACTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612722 Oligochaeta sp. water mite diet isolate 11966-BHL101516-GBD20451_7782-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTAAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCCCCATCTCTAATCTTACTAATTTCTATTGCAGCAGTAGAAAATGGAGCTAGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612723 Oligochaeta sp. water mite diet isolate 11968-BHL101516-GBD24090_16147-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTTTAACCCTACTAATTTCAAGTGCATTAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612724 Oligochaeta sp. water mite diet isolate 11978-BHL101516-GBD22663_25847-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTTTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTTGTTACTGCTCATGCATTCTTAATAATTTTTTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTGGGAGCTCCAGATATGGCATTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612725 Oligochaeta sp. water mite diet isolate 11979-BHL101516-GBD12230_21200-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGAACTAG

ACTACTAATTCGAATTGAATTATCCCAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTTTTCCTTGTAACACCAGTATTTATTGGAGGATTTGGAAACTGAATACTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCCTACTAATTGCTT

CGGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612726 Oligochaeta sp. water mite diet isolate 11980-BHL101516-GBD13124_15399-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCCGGATCATTCTTAGGAAGAGATCAACTTTATAACACCCTAGTTACTGCACATGCTTTCTTAATAATTTTCTTTATAGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTAATAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612727 Oligochaeta sp. water mite diet isolate 11982-BHL101516-GBD7030_17693-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGT-

CTAGAATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAATATCCTAGTTACT

GCACATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTAATAATTGGAGGATTTGGAAACTGATTAGTACCACTAATA

CTTGGAGCTCCAGATATGGCTTTCCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATT

TCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612728 Oligochaeta sp. water mite diet isolate 11983-BHL101516-GBD19590_17706-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTCATTTTAGGAGCATGAGCAGGAATAATTGGAACTGGTACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTTTTAGGAAGAGATCAACTATACAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612729 Oligochaeta sp. water mite diet isolate 11984-BHL101516-GBD24859_23705-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTCATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAGACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTTCCACGAATAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTGACTAATTTCTA

CTACAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612730 Oligochaeta sp. water mite diet isolate 11985-BHL101516-GBD20919_14966-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAG

AATACTAATTCGACTTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACCTCCTAGTTACTGCAC

ATGCTTTCTTAATAATTTTCTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCCCCATCACTAACCTTACTAATATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612731 Oligochaeta sp. water mite diet isolate 11986-BHL101516-GBD16496_20403-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGCGCCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCTTTCATAGGAAAAGATCAACTATATAACACCCTTGTTACTGCTCATGCATTCTTAATAATTTTTTTTCTTGTA

ATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACT

AAATAATATAAGATCCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612732 Oligochaeta sp. water mite diet isolate 11988-BHL101516-GBD3769_15205-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGTTCTAGAATACTAACTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAATTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAA

TAAAAAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612733 Oligochaeta sp. water mite diet isolate 11990-BHL101516-GBD25932_23138-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAACTGAATTATCACA

AACAGGATCATTCTTAGGAAGAGATCAACTATATAATACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAGT

AATACCAGTTTTAATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612734 Oligochaeta sp. water mite diet isolate 11993-BHL101516-GBD8954_23262-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAACTATCAC

AACCAGGATCATTCTTAGGAAGTGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAAGAATTTTCTTTCTTG

TAATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612735 Oligochaeta sp. water mite diet isolate 12000-BHL101516-GBD16986_28349-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACGCCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TAATACCAATTTTTATTGGAGGATTTGGAAACTGATTATTACCTCTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAACAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612736 Oligochaeta sp. water mite diet isolate 12003-BHL101516-GBD10735_4909-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGATTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCATTATTAATAATTTTCTTTCTTGT

AATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAAACTTACTAATTTCTACTGCAACAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633404, identified in GenBank as 

Slavina sp. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612737 Oligochaeta sp. water mite diet isolate 12005-BHL101516-GBD11098_24198-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCTGGAATAATTGGAACAGGGACTAGAATATTA

ATTCGAATTAAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACGACCACCATCACTAATCCTATTAATTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612738 Oligochaeta sp. water mite diet isolate 12008-BHL101516-GBD24356_18550-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATCGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTCTTAATAATTCTCTTTCTAGTAATACCAATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTAG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCACTAATCTTACTAATATCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612739 Oligochaeta sp. water mite diet isolate 12010-BHL101516-GBD28205_9454-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACT

AATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAATACCTTAGTTACTGCACATGCAT

TTTTAATAATTTTTTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCC

AGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAGTTGCATCTGCAGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612740 Oligochaeta sp. water mite diet isolate 12011-BHL101516-GBD12123_5955-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGTTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATCTTCTTTCTAGT

TATACCAATATTAACTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTTCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCCTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612741 Oligochaeta sp. water mite diet isolate 12012-BHL101516-GBD26567_7170-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGACTTGAATTATCACA

ACCAGGCTCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCTGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATATCGACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612742 Oligochaeta sp. water mite diet isolate 12014-BHL101516-GBD23489_5903-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAAATATATAAAACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCCTACTAATATCTT

CTGCATCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612743 Oligochaeta sp. water mite diet isolate 12016-BHL101516-GBD10016_6381-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACCTAATTTTAGGAGTATGCGCAGGAATAATTGGAACAGGGACTGG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACGAAATAAAAAAAGATACTGACTACTACCACCATCGCTAAACGGAAAAATGTC

TTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612744 Oligochaeta sp. water mite diet isolate 12020-BHL101516-GBD8912_17235-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGCGTCTAGAATACTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGAGATCAGCTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAGTAATA

CCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATAGCTTTCCCACGAATAAA

TAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612745 Oligochaeta sp. water mite diet isolate 12021-BHL101516-GBD17266_27645-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAAATCATAAAGATATTGGCACTCTATATTTAATTTTAGGAGCATGAGCAGGAATAATTGGAACAGGGTCTAGAATA

CTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTTGTTACTGCACATGC

ATTTTTAATAATTTTCTTTCTTGTAATACCAATATTAACTGGAGGATTTGGAAATTGATTAGTACCTCTAATACTTGGAGCT

CCAGATATGGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCA

GCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID KT716826, identified in GenBank as 

Amynthas morrisi. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>MW612746 Oligochaeta sp. water mite diet isolate 12022-BHL101516-GBD22942_17021-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTTATTTTAGGAGCATGAGCAGGAATAATTGGAACTGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACAATAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTTCTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCCCCAGATATAGCTTTCCCACGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612747 Oligochaeta sp. water mite diet isolate 12023-BHL101516-GBD11061_4331-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTCGGAGTATGAGCAGGAATAATTGGAACAGGTATTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACAGCACATGCATTCTTAATAATTTTCTTTATTG

TAATACCAGTCTTTATTGGAGGATTTGGAAACTGACTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATATAAGATTCTGACTGCTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612748 Oligochaeta sp. water mite diet isolate 12024-BHL101516-GBD24251_12337-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACAATAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCCGATATAGCTTTCCCACGACTAAATAACATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTT

CAACAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612749 Oligochaeta sp. water mite diet isolate 12027-BHL101516-GBD13070_8810-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACCGGGTCTAG

TATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTCTCCCACGACTAAATAATTTAAGATTCTGACCACGACCACCATCTCTAACCTTACTAAAATCTA

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612750 Oligochaeta sp. water mite diet isolate 12031-BHL101516-GBD24525_25986-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGACTAGAATACTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGAGATCAACTTTATAATACTCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATAC

CAGTATTAACTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACTAAAT

AATATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTACGGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612751 Oligochaeta sp. water mite diet isolate 12032-BHL101516-GBD8698_21768-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGTTCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATATAAGATTCTGACTACTACCACCATCACTAAACTTACTAATTTCAAGTGTAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612752 Oligochaeta sp. water mite diet isolate 12035-BHL101516-GBD12178_27552-Lq82 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCATAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGACATAGCATTCCCTCGAA

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW612753 Oligochaeta sp. water mite diet isolate 12045-BHL040517-GBD11952_9993-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTATTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGTTT

TTGACTTTTACCCCCTTCTTTA--TCT-TTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612754 Oligochaeta sp. water mite diet isolate 12056-BHL040517-GBD16923_26155-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCCAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATGTGGCCTTCCCACGACTTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTAGTTTCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612755 Oligochaeta sp. water mite diet isolate 12060-BHL040517-GBD20540_25164-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTCTACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAAAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTAGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTTCCACCTTCACTAATCCTATTAGTATCTTCTGCAGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612756 Oligochaeta sp. water mite diet isolate 12064-BHL040517-GBD28894_16682-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAACTCATAAAGATATTGGCACTTTATACATTATTTTTGGAGCTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGAGTTAACAATGTAAGATTCTGACTACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCT

GCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612757 Oligochaeta sp. water mite diet isolate 12069-BHL040517-GBD12928_2316-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATATTAGGAGCCCCT

GATATAGCATTTCCTCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTC-

TTTATATTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612758 Oligochaeta sp. water mite diet isolate 12077-BHL040517-GBD26039_6135-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGATTGAGCTGGAATAATTGGAACAGGAACTAGAATATG

AATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAAATCAACTATATAATACTCTAGTAACTGCACATACAT

TCCTAATAATTTTCTTTCTGATTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAACTGGAA

Using NCBI BLASTN in June 2018, this sequence was 85.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612759 Oligochaeta sp. water mite diet isolate 12091-BHL040517-GBD19842_8454-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTCGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTCCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTGCTGTTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612760 Oligochaeta sp. water mite diet isolate 12095-BHL040517-GBD11634_16003-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGCTTGATCTGGAATAATTGGAACAGCATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTTGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATGCTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612761 Oligochaeta sp. water mite diet isolate 12106-BHL040517-GBD23140_8761-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGTATA

TTAATTCGAGCTGAATTAGGTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGC

ATTCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCA

CCAGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTG

CCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.4% 

identical to accession ID KU728854, identified in GenBank 

as Mesenchytraeus antaeus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW612762 Oligochaeta sp. water mite diet isolate 12108-BHL040517-GBD27103_11181-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGTACACTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCTTT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612763 Oligochaeta sp. water mite diet isolate 12110-BHL040517-GBD23718_4471-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTAATTCGGATTGAATTAGCTC

AACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTTTTTTTAG

TTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATGGCCTTCCCACGAC

TTAACAATTTAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612764 Oligochaeta sp. water mite diet isolate 12113-BHL040517-GBD25676_11088-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTTGGAGTTTGAGCTGGAATAATTGGAACATGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGTGATCAAATATATAATACTCTAGTAACTGCACATGCATTT

ATAATAATTTTTTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612765 Oligochaeta sp. water mite diet isolate 12118-BHL040517-GBD28441_14433-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAGTTTAAGTTTTTGACTTTTACCCCCTTC-

TTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612766 Oligochaeta sp. water mite diet isolate 12119-BHL040517-GBD16339_14074-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAATTATATAATACTCTAGTAACTGCTCATGCATTC

CTAATAATTTTCTTTCTGATGATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATATTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612767 Oligochaeta sp. water mite diet isolate 12123-BHL040517-GBD14447_9157-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCATTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCGTCATTAACCCTATTAGTATCTTCCGCTGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612768 Oligochaeta sp. water mite diet isolate 12125-BHL040517-GBD18596_4335-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATATCATAAAGATATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAATTGGAACAGGAACTAGAATATT

AATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTATCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATCGACTTCTACCTCTAATACTTGGAGCAC

CAGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTTACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612769 Oligochaeta sp. water mite diet isolate 12126-BHL040517-GBD9924_12161-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTAGCAATGAATTATCTCAATCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGGTTTCCCACGACTTAACAATTTAATATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612770 Oligochaeta sp. water mite diet isolate 12130-BHL040517-GBD6873_17749-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTCATCTTAGGAGCTTGAGCTGGAATAATTGGAACAGGACCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTTTTTCAGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612771 Oligochaeta sp. water mite diet isolate 12141-BHL040517-GBD28887_18364-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGACCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTCTATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGTTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAAATTAAGATTCTGACTACTACCACCTGCACTAATCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612772 Oligochaeta sp. water mite diet isolate 12142-BHL040517-GBD27134_14970-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGAAACTAGAATATTA

ATTCGGATTGAATTATCCCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACTAGTATTTATTGGTGGATTTGGAAACTGACTTCTACCTCTAATACTTGGAGCTCCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAA

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612773 Oligochaeta sp. water mite diet isolate 12144-BHL040517-GBD19827_12298-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATTTAGTATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAAAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTATACCAGTATTAATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTATCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612774 Oligochaeta sp. water mite diet isolate 12146-BHL040517-GBD19741_21199-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTGTGAGCTGGAATAATTGGAACAGGAACTAGAATATT

AATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTTCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCATTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTATGACTACGACCACCTTCACTAATCCTATTAGATTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612775 Oligochaeta sp. water mite diet isolate 12151-BHL040517-GBD16038_7532-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACCGGAACTAG

AATATTAATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCAC

ATGCATTCCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTATACCTCTAATACTTGG

AGCACCAGATATGGCCTTCCCACGACTTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTAGTTTCTTCT

GCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID KU728856, identified in GenBank 

as Mesenchytraeus hydrius. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612776 Oligochaeta sp. water mite diet isolate 12153-BHL040517-GBD5367_17994-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAACAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTCCTAATAATTTTCTTACTGGTTATACCAGTATTTAT

TGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGATTTAACAATTTAAGATT

CTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.8% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612777 Oligochaeta sp. water mite diet isolate 12155-BHL040517-GBD16151_4126-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCTACTCTATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGGGCACCA

GATATAGCTTTCCCATGCCTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612778 Oligochaeta sp. water mite diet isolate 12158-BHL040517-GBD27440_19537-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAACTCATAAAGATATTGGTACACTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAAGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTGATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTGCCCACGACTTAACAAGTTAAGATTCTGACTACTACCACCTTCACTAATCCGATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612779 Oligochaeta sp. water mite diet isolate 12161-BHL040517-GBD12624_11443-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCT

GACGTAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTCTCTAGTTCTTTCGT

AGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612780 Oligochaeta sp. water mite diet isolate 12166-BHL040517-GBD23837_18309-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGCACTGGATTTAGAATATTA

ATTCGGCTTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTGGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612781 Oligochaeta sp. water mite diet isolate 12179-BHL040517-GBD17105_27331-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTATAACATCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612782 Oligochaeta sp. water mite diet isolate 12180-BHL040517-GBD25887_24230-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAAATAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATACATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCATCAGATATAGCTTTCCCACGACTTAACAATTTAAGATT

CTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612783 Oligochaeta sp. water mite diet isolate 12190-BHL040517-GBD23374_24485-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGATTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATTC

CTAATAATTTTTTTTCTGGTTGTACCAGTATTTATTGGTGGATTTGGAAATTGACTACTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612784 Oligochaeta sp. water mite diet isolate 12196-BHL040517-GBD26146_12792-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGATCTACAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CATAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGAC

CTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612785 Oligochaeta sp. water mite diet isolate 12204-BHL040517-GBD26542_21489-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTCGAATATTC

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCATGACTTAACAATTTAAGTTTCTGACGTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612786 Oligochaeta sp. water mite diet isolate 12208-BHL040517-GBD5495_14441-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

AGTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGCTATACCAGTATTAATTGGTGGATTTGGAAATGGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCTGCC

GTAGAAAATGGAGCAGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612787 Oligochaeta sp. water mite diet isolate 12215-BHL040517-GBD8092_19951-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTATACCAGTATTAATTGGAGGATTTGGAAACTGACTGCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCTCACGACTTAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612788 Oligochaeta sp. water mite diet isolate 12218-BHL040517-GBD22506_6764-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CTTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATGGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCATTAATCCTATTAGTGTCTGCTGCGGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612789 Oligochaeta sp. water mite diet isolate 12222-BHL040517-GBD11535_11578-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGAATTAACAATATAAGATTCTGATTCCTACCACCTTCACTAATCCTATTAGTTTCTTCGGCTGC

CATAGAAACTGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612790 Oligochaeta sp. water mite diet isolate 12225-BHL040517-GBD8200_23852-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTCGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCATCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGTGGATTTGGAAACTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612791 Oligochaeta sp. water mite diet isolate 12227-BHL040517-GBD22811_7892-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATTATAAAGATATTGGCACCCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTGGAATAAT

AATTCGGGTTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTTTCTGGTTATACCAGTACTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612792 Oligochaeta sp. water mite diet isolate 12229-BHL040517-GBD13281_20451-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTTTTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCATCA

GATATAGCTTTCCCACGAATAAACAATATAAGATTCTGGCTAGTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612793 Oligochaeta sp. water mite diet isolate 12231-BHL040517-GBD3766_11413-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAACAGATCAACTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTTTTTCTTGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAG

ATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCATCACTAATCCTATTAGTTTCAACTGCAGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612794 Oligochaeta sp. water mite diet isolate 12232-BHL040517-GBD3696_13945-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGACCATTCCTAGTAAGAGATCAACTATATAATACCCTAGTAACTGCACATGCATT

CCTAATATTTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCATCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCGTCTGCTGCC

GTAGAAAAGGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612795 Oligochaeta sp. water mite diet isolate 12234-BHL040517-GBD19483_17289-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGTATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGATGTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCAAATCAGTTTCTTCTGCGGC

CGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612796 Oligochaeta sp. water mite diet isolate 12240-BHL040517-GBD15707_8785-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCT

GATATAGCTTTTCCTCGAATAAACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGT

AGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612797 Oligochaeta sp. water mite diet isolate 12242-BHL040517-GBD27645_22557-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGTACACTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGGTTGAATTATGTCAACCAGGATCATTTCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCATCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCA

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612798 Oligochaeta sp. water mite diet isolate 12243-BHL040517-GBD15403_27730-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAGCTTTATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCC

GATATAGCTTTCCCACGGTTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612799 Oligochaeta sp. water mite diet isolate 12244-BHL040517-GBD24581_12357-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

TTTCTGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGC-

TTCCCTACGACTTAACAATTGAAGATTCTGACTACTACCACCTACACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612800 Oligochaeta sp. water mite diet isolate 12245-BHL040517-GBD12675_3036-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAGTTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTACACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGTTT

CTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612801 Oligochaeta sp. water mite diet isolate 12246-BHL040517-GBD2149_15507-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTGGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATTT

CTAGTAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCTCTAACCCTATTAGTATCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612802 Oligochaeta sp. water mite diet isolate 12251-BHL040517-GBD15105_5518-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCT

GATATAGCATTCCCACGATTAAATAAAATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612803 Oligochaeta sp. water mite diet isolate 12258-BHL040517-GBD22194_8239-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCTCTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCCCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTTCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GAAATAGCTTTCCCACGACTTAACAAATTAAGATTCTGACTACTACCACCTTCACTAAACCTATTAGTTTCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612804 Oligochaeta sp. water mite diet isolate 12262-BHL040517-GBD3586_18078-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTATCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTATCTCTAATACTTGGAGCACT

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACCACTACCACCTTCACCAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612805 Oligochaeta sp. water mite diet isolate 12265-BHL040517-GBD21609_22043-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGTACACTATACTTAATCTTAGGAGTTTGAGCCGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGACTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTATCACCTTCACTAATCCTATTAGTTTCTTCCGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612806 Oligochaeta sp. water mite diet isolate 12280-BHL040517-GBD18283_22705-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAGTCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAATTAGCATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTTGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCCACCTCTAATAGTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612807 Oligochaeta sp. water mite diet isolate 12282-BHL040517-GBD6168_14494-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGATCTGGAATAATTGGAACTGGCACTAGAATATTA

ATTCGGATTGAATTATCTCAACCTGGATCATTCCTAGGAAGTGATCAACTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATATAAGATTCGGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612808 Oligochaeta sp. water mite diet isolate 12285-BHL040517-GBD15772_27980-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATCAAGATATTAGCACTCTATACTTAATCTTAGGAGATGGAGCTGGAATACTTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGTTCATTCCTAGGAAAAGATCAACTATATAGTACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACCTGGAGCACCA

GATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATGAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612809 Oligochaeta sp. water mite diet isolate 12290-BHL040517-GBD10170_27433-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGGGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTT

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GACATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCATCACTAATCCTACTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.9% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612810 Oligochaeta sp. water mite diet isolate 12304-BHL040517-GBD28046_13410-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTGTACTTAATCTTAGGAGGTTGAGCTGGAATAATTGGAACAGGAACTAGAATATT

AATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATACAGCTTTCCCACGCCTTAACAATATAAGATTCTGACTACTCCCACCTTCACTAATCCAATCAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612811 Oligochaeta sp. water mite diet isolate 12316-BHL040517-GBD21323_8848-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTAAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACCTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTCCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612812 Oligochaeta sp. water mite diet isolate 12318-BHL040517-GBD23173_26869-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGTAACTAGAATATTA

ATTCGTATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAGTACTCTAGTTACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTTTTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATAATTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612813 Oligochaeta sp. water mite diet isolate 12332-BHL040517-GBD22236_23776-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGTATATTA

ATTCGGATTGAATTATCTCAACTAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTCCCCACGACATAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCAATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612814 Oligochaeta sp. water mite diet isolate 12337-BHL040517-GBD5728_10113-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATA

TTAATTCGAGCTGAATTAGGTCAACCAGGATCATTCCTAGGGAGAGAACAGCTATATAATACTCTAGTAACTGCACATGC

ATTCCTAATAATTTTTTTTATAGTTATACTAGTATTTATTGGTGGATTTGGAAATTGACTTCTGCCTCTAATACTTGGAGCA

CCAGATATGGCCTTCCCATGACTTAACAATTTAAGATTTTGACTTCTACCCCCTTCACTAATCCTACTAGTTTCTTCTGCTG

CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.6% 

identical to accession ID KU728856, identified in GenBank 

as Mesenchytraeus hydrius. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612815 Oligochaeta sp. water mite diet isolate 12338-BHL040517-GBD26159_24107-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACATGTACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTGATACCAATATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCATTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612816 Oligochaeta sp. water mite diet isolate 12339-BHL040517-GBD27830_15967-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGATTTATCTCAACCAGGATCATTCATAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATTT

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCCCGACTTAACAATATAAGATTCTGACTACTACCACCTTCTCTAATCATATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612817 Oligochaeta sp. water mite diet isolate 12341-BHL040517-GBD25973_6406-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGCTTGATCTGGAATAATTGGAACATGAACTAGTATATTTA

TTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAAATATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCGATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612818 Oligochaeta sp. water mite diet isolate 12348-BHL040517-GBD12707_14360-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGAAACAGGGACTAGAATATTA

ATTAGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATCGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAACATAAGATTCTGACTACTACCACCTTCTCTAACCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612819 Oligochaeta sp. water mite diet isolate 12349-BHL040517-GBD15539_3197-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGAAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGGAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTCCCCCCTTCACTAATCCTATTATTTTCTTCAGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612820 Oligochaeta sp. water mite diet isolate 12360-BHL040517-GBD7167_19746-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAGCCAGGATCATTCCTAGGAAGGGATCAACTATATAATACTCCAGTAACTGCACATGCATT

CCTATTAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTATCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612821 Oligochaeta sp. water mite diet isolate 12361-BHL040517-GBD19223_16682-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTCATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCCGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGTAAATTGACTTCTAACTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGAATTAACAATATAAGATTCTGACTACTACCACCTTCATTAACCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612822 Oligochaeta sp. water mite diet isolate 12363-BHL040517-GBD21551_25282-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGTACACTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAATCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CATAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACTTCTACTACTAGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612823 Oligochaeta sp. water mite diet isolate 12367-BHL040517-GBD16288_16098-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCTGGAATAATTGGAACGGGGACTAGAATATTA

ATTCGGATTGAATTATCACAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGAGGATTTGGTAATTGACTACTACCTCTAATACTTGGAGTACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612824 Oligochaeta sp. water mite diet isolate 12372-BHL040517-GBD22728_18542-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTTGGTGTTTGATCTGGAATAATTGGAACTGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTTCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612825 Oligochaeta sp. water mite diet isolate 12375-BHL040517-GBD29404_17743-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAACCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTCCCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCATCACTAAGCCGAGGAGGGGCGGCGGCGG

CCGGAGAAAAGGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612826 Oligochaeta sp. water mite diet isolate 12380-BHL040517-GBD21015_20409-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGAATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGAATTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCATGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCGATTAGTATCTTCTGCTGC

CGTAGAAAATGGAGCGGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612827 Oligochaeta sp. water mite diet isolate 12383-BHL040517-GBD4142_9881-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGTACACTATACTTTATTTTTGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

GTTCGGATTGAATTATATCAACCAGGATCATTCCTAGGAAGTGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCGTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612828 Oligochaeta sp. water mite diet isolate 12393-BHL040517-GBD13591_17105-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGCTTGAGCTGGCATAATTGGAACAGGATTTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACCGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGATCTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612829 Oligochaeta sp. water mite diet isolate 12396-BHL040517-GBD24813_11865-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTATAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACCCTAGTAACTGCACATACATT

CCTAATAATTTTCTTTCTGATTATACCAGTATTTATTGGTGGATTTGGAAAATGACTTCTACCTCTAATACTTGGAGTACC

AGATATAGCTTTCCCATGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCT

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612830 Oligochaeta sp. water mite diet isolate 12403-BHL040517-GBD21507_13108-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGTATATTG

ATTCGGATTGAATTATATCAACCAGGAGCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTTGTGGATGTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAAACCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612831 Oligochaeta sp. water mite diet isolate 12404-BHL040517-GBD26355_17759-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAAAGATCAACTATATAATACTATAGTAACTGCACATGCATT

CCTTATAATTTTCTTTCTCGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTGTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612832 Oligochaeta sp. water mite diet isolate 12424-BHL040517-GBD5443_8657-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAAT

TCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCTTTCCT

AATAATTTTTTTTCTAGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGA

TATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCTCTAACCCTATTAGTTCCTTCTGCAGCCGT

AGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612833 Oligochaeta sp. water mite diet isolate 12425-BHL040517-GBD22095_23532-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTTTGAGCAGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGAATTGAATTATCTCAACCAGGATCATTCATAGGAAGAGATCAACTATATAATACTCTAGTTACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGAGGATTTGGAAATTGACTTCTACCACTAATACTTGGAGCACCA

GATATAGCTTTCCCACGAATAAACAATTTAAGATTCTGACTACTACCACCATCACTAATCCTATTAGTTTCTTCTGCAGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612834 Oligochaeta sp. water mite diet isolate 12429-BHL040517-GBD15616_8461-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATACTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGAAACTGACTAGTACCTCTAATACTTGGAACTCC

AGATATGGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAGTTTCTTCTGCAGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612835 Oligochaeta sp. water mite diet isolate 12441-BHL040517-GBD3657_20837-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGATATCAACTTTATAATACTCTTGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACGA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612836 Oligochaeta sp. water mite diet isolate 12445-BHL040517-GBD27830_21839-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACACTATACTCTATTTTTGGAGCTTGTTCAGGAATACTAGGAACTTCTTTAAGTATA

TTAATTCGGATTAAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAGTACTCTAGTAACTGCACATGC

ATTCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCA

CCAGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTG

CCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.6% 

identical to accession ID KU728854, identified in GenBank 

as Mesenchytraeus antaeus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>MW612837 Oligochaeta sp. water mite diet isolate 12452-BHL040517-GBD12786_10543-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCAATCTATACTTAATCTTAGGAGTTTGATCTGTAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAATGATCAACTATATAATACTTTAGTTACTGCACATGCATTC

CTAATAATTTCCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACTA

GATATAGCTTTTCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612838 Oligochaeta sp. water mite diet isolate 12455-BHL040517-GBD7510_13066-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTTA

GGAAGGGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATTG

GAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATTT

TGACTATTACCCCCACCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612839 Oligochaeta sp. water mite diet isolate 12456-BHL040517-GBD7593_14146-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAGCAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATATCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACGACCCCCTTCACTAACCCTACTAGTATCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612840 Oligochaeta sp. water mite diet isolate 12458-BHL040517-GBD15833_26258-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATCTTCGGAGCTTGAGCTGGAATAATTGGAACAGGCACTAG

AATATTAATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCAC

ATGCATTACTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGG

AGCACCAGATATAGCTTTCCCACGAATAAACAACATAAGATTCTGACTACTACCACCATCACTAACCCTATTAGTATCTTC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612841 Oligochaeta sp. water mite diet isolate 12459-BHL040517-GBD22773_5766-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACATGAACTAGAATATTT

ATTCGGAATGAATTATCTCAACCAGGATCATTCCTAGGAAAAGATCAACTTTATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGTATCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612842 Oligochaeta sp. water mite diet isolate 12468-BHL040517-GBD2985_14626-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTTTATACTTTATCTTTGGAGTTTGAGCTGGAATAATTGGAACTGGATCTAGAATATTA

ATTCGGATTAAATTATCTCAATCAGGATCATTCCTAGGAAGAGATCAACTTTATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612843 Oligochaeta sp. water mite diet isolate 12544-BHL040517-GBD24821_7815-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTTTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612844 Oligochaeta sp. water mite diet isolate 12924-BHL040517-GBD17640_28773-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTAGGTTTGAATTATCTC

AACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTCTGG

TTATACCAGTATTTATTGGTGGATTTGGAAACTGACTAGTTCTTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTA-

TTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.1% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612845 Oligochaeta sp. water mite diet isolate 12931-BHL040517-GBD13823_5848-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATGCGGATTGAATTATCTC

AACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTCTGG

TTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612846 Oligochaeta sp. water mite diet isolate 13007-BHL040517-GBD5531_10094-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGAACACTTTAT--

TTTATTTTCGGAGCTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTCAACCAGGATC

ATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTCTGGTCATACCAGT

ATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGACTTAACAATTT

AAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612847 Oligochaeta sp. water mite diet isolate 13053-BHL040517-GBD26085_9340-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCAGATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACGTCTACCTCTAACACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGT

CGTAGAAAATGGAACTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612848 Oligochaeta sp. water mite diet isolate 13054-BHL040517-GBD4702_10627-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTTATCTTTGGAGCTTGAGCTGGAATAATTGGAACAGGATTTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCGACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612849 Oligochaeta sp. water mite diet isolate 13086-BHL040517-GBD10082_2632-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGCTTGAGCTGGAATAATTGGAACTGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCACCTATATAATCCTCTAGTTACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612850 Oligochaeta sp. water mite diet isolate 13098-BHL040517-GBD21497_16399-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACTGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTCATGGTTATACCAGTTTTAATTGGTGGATTTGGAAACTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCTCTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612851 Oligochaeta sp. water mite diet isolate 13113-BHL040517-GBD20928_16917-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGATCTGGAATAATTGGAACTGGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGTGATCAACTTTATAATACTCTAGTAACTGCCCATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGAATAAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612852 Oligochaeta sp. water mite diet isolate 13143-BHL040517-GBD19913_6250-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTCATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGCTCTAGAATATTA

ATTCGGCTTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGAGGATTTGGAAATTGACTTCTCCCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCAGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612853 Oligochaeta sp. water mite diet isolate 13152-BHL040517-GBD25911_21745-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTTGGAGTTTGAGCTGGAATAATTGGAACAGCATCTAGTATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCATTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612854 Oligochaeta sp. water mite diet isolate 13154-BHL040517-GBD26938_14534-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGCTTGAATTAGCTCAACCAGGATCATTCATAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTATGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612855 Oligochaeta sp. water mite diet isolate 14597-BHL040517-GBD18504_28450-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTAATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTATTACCACCATCACTAATCCTATTAGTTTCTTCTGCAGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.9% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>MW612856 Oligochaeta sp. water mite diet isolate 14902-BHL040517-GBD20425_14723-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGTACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTACTAGGAAGAGATCAACTATATAACACTCTAGTAACTGCACATGCATT

TCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTATCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>MW612857 Ophyra sp. water mite diet isolate 15062-BHL040517-GBD3739_17623-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAAT

ATTAATTCGAGCTGAACTAGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATG

CATTTATTATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTACTTCCTCCTTCACTTACACTATTATTAGTAAGAAGT

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID JX861461, identified in GenBank as 

Ophyra nigra. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612858 Orthocladiinae sp. water mite diet isolate 1162-BHL110116-GBD22962_9345-Lq44 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGTGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTGTCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612859 Orthocladiinae sp. water mite diet isolate 4104-BHL032417-GBD14786_4222-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGATCAAATTTATAAGGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTACTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612860 Orthocladiinae sp. water mite diet isolate 4144-BHL032417-GBD21338_5944-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGCACTTCTTTAAGAATTCTAATTCGAGTAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCATTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTATTGCCCCCATCATTAACCTTATTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612861 Orthocladiinae sp. water mite diet isolate 4187-BHL032417-GBD14294_19658-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAATTAAGTCA

ACCAGGTGTATTTATTGGAAGTGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612862 Orthocladiinae sp. water mite diet isolate 4231-BHL032417-GBD17523_27414-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTGGGAC

ATGCTGGATCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATTCTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612863 Orthocladiinae sp. water mite diet isolate 4263-BHL032417-GBD9235_4679-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGGGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATCCAGGCACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATATTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612864 Orthocladiinae sp. water mite diet isolate 4282-BHL032417-GBD21396_3966-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGTACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGGACA

TCCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGACTGTTGCCACCATCATTAACTTTACTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612865 Orthocladiinae sp. water mite diet isolate 4290-BHL032417-GBD20227_2216-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGTCA

TGCTGGCTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCATTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCGTCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW612866 Orthocladiinae sp. water mite diet isolate 4296-BHL032417-GBD27182_15315-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCCTTAAGAATTTTAATTCGAGCTGAATTAGGACAT

GCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAGTTA

TACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGATTTTGACTGTTGCCCCCATCATTAACTTTATTATTATCAAGAACAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612867 Orthocladiinae sp. water mite diet isolate 4311-BHL032417-GBD18966_26985-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

TGCTGGCTCGTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612868 Orthocladiinae sp. water mite diet isolate 4326-BHL032417-GBD16794_6979-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCAGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCAGATATGGCATTCCCACGAAT

AAATAATATAAGATTTTGATTATTGCCCCCATCATTAACATTATTATTATCAAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612869 Orthocladiinae sp. water mite diet isolate 4332-BHL032417-GBD10261_22730-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTGAGAATCCTAATTCGAGCAGAATTAGGAC

ATGCCGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTATTGCCCCCATCATTAACCTTATTATTATCAAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612870 Orthocladiinae sp. water mite diet isolate 4353-BHL032417-GBD26238_9871-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATATTAATTCGAGCAGAATTAGGACATGCA

GGCTCATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTTATAC

CAATCTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCAGATATGGCTTTCCCACGAATAAAT

AATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612871 Orthocladiinae sp. water mite diet isolate 4391-BHL032417-GBD16990_26243-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAGGACA

TGCTGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGACCGTTGCCCCCCTCATTAACTTTATTACTATCAAGAACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612872 Orthocladiinae sp. water mite diet isolate 4423-BHL032417-GBD9835_16098-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATATTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTGCTGCCCCCATCATTAACTTTATTACTATCTAGAACAATAGTGGAAAATGGAGCTAGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612873 Orthocladiinae sp. water mite diet isolate 4435-BHL032417-GBD22172_19780-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGTCA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCCTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTATCGAGTTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR750073, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612874 Orthocladiinae sp. water mite diet isolate 4441-BHL032417-GBD16859_26048-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTGTTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCTGGCACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATAATATTTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612875 Orthocladiinae sp. water mite diet isolate 4454-BHL032417-GBD26979_9357-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGGATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTATTGCCCCCGTCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW612876 Orthocladiinae sp. water mite diet isolate 4459-BHL032417-GBD27874_11438-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

ACAGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTATTGACTGTTGCCCCCATCATTAACTTTATTATTATCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612877 Orthocladiinae sp. water mite diet isolate 4472-BHL032417-GBD8195_5508-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATCTTAATTGGAGGATTTGGAAACTGACTATTTCCTTTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTGCCCCCATCATTAACTTTATTATTATCTAAATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612878 Orthocladiinae sp. water mite diet isolate 4478-BHL032417-GBD10920_11718-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGGATTAGGACA

TGCAGGCTCATTAATAGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGGTTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612879 Orthocladiinae sp. water mite diet isolate 4487-BHL032417-GBD26941_23268-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTAGGACA

TGCAGACTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATAATAGGAGCTCCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTACTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612880 Orthocladiinae sp. water mite diet isolate 4491-BHL032417-GBD6368_8270-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGTAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACACGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACCTTATTATTATCTAGAACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612881 Orthocladiinae sp. water mite diet isolate 5170-BHL032417-GBD17543_22590-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATTAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCTCGAATA

AATAACATAAGATTTTGATTATTACCACCTTCATTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR513498, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612882 Orthocladiinae sp. water mite diet isolate 5256-BHL032417-GBD24147_20380-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCATGCGGG

TTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTGCTGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATACCA

ATCTTAATTGGAGGATTAGGAAACTGATTAGTTCCTTTAATATTAGAAGCATCTGATATGGCTTTCCCACGAATAAATAA

TATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612883 Orthocladiinae sp. water mite diet isolate 5378-BHL032417-GBD7651_25353-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTATTTCCCCCCTCTTTAACTCTTCTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR725429, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612884 Orthocladiinae sp. water mite diet isolate 5488-BHL032417-GBD17634_8486-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGGGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATCCAGGCTCTTTAATTGGAGAAGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCATCTGATATAGCATTCCCACGAAT

AAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612885 Orthocladiinae sp. water mite diet isolate 5531-BHL032417-GBD24126_10902-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTTTTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGACA

CGCTGGGTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW612886 Orthocladiinae sp. water mite diet isolate 5614-BHL032417-GBD23004_24120-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTCTAATTCGAGCAGAACTCGGTC

ACGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCCTCTTTAACTCTTCTTTTATCAAGCTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR729683, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612887 Orthocladiinae sp. water mite diet isolate 5619-BHL032417-GBD14882_21105-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTAGGACA

TGCTGGTTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCTGACATAGCTTTTCCTCGAATA

AATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR693741, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612888 Orthocladiinae sp. water mite diet isolate 5620-BHL032417-GBD4563_12971-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGAC

GGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCAGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCCTCTTTAACTCTTCTTTTATCAAGCTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR694831, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612889 Orthocladiinae sp. water mite diet isolate 5649-BHL032417-GBD23315_4329-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTAGGACA

TGCTGGTTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCAGATATGGCCTTCCCTCGAAT

AAATAATATAAGATTTTGACTACTACCCCCCTCTCTAACTCTACTATTATCAAGCGCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR693741, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612890 Orthocladiinae sp. water mite diet isolate 5659-BHL032417-GBD25673_6414-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGGACA

TACTGGTTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCCTCTTTAACTCTTCTATTATCAAGCACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR681805, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612891 Orthocladiinae sp. water mite diet isolate 5667-BHL032417-GBD8490_23017-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTGGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTAGGACA

TGCTGGGTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTCTGATTACTTCCCCCCTCTTTAACTCTTCTTCTTTCTTGTTCATTTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR681805, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612892 Orthocladiinae sp. water mite diet isolate 5679-BHL032417-GBD14035_23064-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTAGGAC

ATGCTGGTTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGGGCACCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATCACTTCCCCCCTCTTTAACTCTTCTTTTATCAAGCTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR694831, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612893 Orthocladiinae sp. water mite diet isolate 5724-BHL032417-GBD28946_17844-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCATGATCTGGGATTGTTGGAACTTCTTTAAGAATTCTTATTCGTGTAGCATTAGGACA

TGCTGGTTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGGGCACCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCCTCTTTAACTCATCTTTTATCAAGCACAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR693741, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612894 Orthocladiinae sp. water mite diet isolate 5960-BHL032417-GBD24666_6369-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AATCATAAAGATATTGGAACTTTATATTTTATTTCTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATGTTTATT

CGAGCAGAATTAGGACAAGCTGGTTCTTTCATCGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTGTT

ATAATTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTTGGAGCCCCTGAT

ATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTAG

AAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KP697617, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612895 Orthocladiinae sp. water mite diet isolate 9661-BHL032417-GBD22175_23139-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTAGGACA

TGCTGGTTCCTTAATTGGAGACTACCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCCCCTGATATAGCCTTCCCTCGTCTA

AATAATATAAGATTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KR678405, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW612896 Orthocladiinae sp. water mite diet isolate 10310-BHL040517-GBD25970_13470-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTAT

AAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612897 Orthocladiinae sp. water mite diet isolate 11151-BHL110116-GBD8134_5086-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCATTAATATTAGGAGCTCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCATTAACCTTACTTCTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612898 Orthocladiinae sp. water mite diet isolate 11231-BHL110116-GBD19624_27838-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGTTCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAACACCTGATATAGCTTTCCCGCGAATA

AATAATATAAGATTTTGATTATTGCCCCCATCATTAACTTTATTGTTATCAAGATCAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612899 Orthocladiinae sp. water mite diet isolate 12956-BHL040517-GBD18772_20590-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCCGGAACATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGCTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612900 Orthocladiinae sp. water mite diet isolate 12996-BHL040517-GBD18724_17594-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGATTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTC

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTATTGCCACCATCATTAACCTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612901 Orthocladiinae sp. water mite diet isolate 12997-BHL040517-GBD24112_20674-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCTGGCACATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTGTTGCCACCATCACTAACTTTATTATTATCTAGAACAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612902 Orthocladiinae sp. water mite diet isolate 13006-BHL040517-GBD8901_11323-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGGCTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612903 Orthocladiinae sp. water mite diet isolate 13010-BHL040517-GBD27452_21760-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCCTTAAGAATACTAATTCGAGCAGAATTAGGAC

ATCCAGGATCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATATTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACCTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612904 Orthocladiinae sp. water mite diet isolate 13017-BHL040517-GBD27181_23024-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCTGAATTAGGACAT

GCAGGCTCATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAA

ATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAACAGTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612905 Orthocladiinae sp. water mite diet isolate 13018-BHL040517-GBD9599_6948-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGGACATCCT

GGCTCATTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATAC

CAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAAT

AACATAAGTTTTTGATTGTTGCCCCCATCATTAACCCTATTATTATCTAGAACAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR513498, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW612906 Orthocladiinae sp. water mite diet isolate 13022-BHL040517-GBD14829_8613-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATTTTTTTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACATG

CAGGCTCATTAATTGGACATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTTAT

ACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAA

ATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAACAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612907 Orthocladiinae sp. water mite diet isolate 13025-BHL040517-GBD25352_18711-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGCTCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTAGAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612908 Orthocladiinae sp. water mite diet isolate 13043-BHL040517-GBD18272_27116-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCGGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAGATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGCTTTGGAAACTGACTAGTACCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAA

TAAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACCTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612909 Orthocladiinae sp. water mite diet isolate 13048-BHL040517-GBD19309_17139-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGGCTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGAATGTTACCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612910 Orthocladiinae sp. water mite diet isolate 13050-BHL040517-GBD20640_14391-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATAAGGCTTTCCCACGA

ATAAAAAAAAAAAGTTTTTGATTGTTGCCCCCATCATTAACCTTATTAATATCTAGAACAATTGGGGAAAATGGAGGCGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612911 Orthocladiinae sp. water mite diet isolate 13057-BHL040517-GBD28361_13564-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

TCCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTATTTCCCCCATCATTAACCTTATTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612912 Orthocladiinae sp. water mite diet isolate 13080-BHL040517-GBD24972_12912-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCTGGAATAGTTGGAACTTCTTTTAGTATTCTAATTCGAGCAGAATTTGGACAT

GCAGGCACATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTATGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612913 Orthocladiinae sp. water mite diet isolate 13092-BHL040517-GBD21685_24805-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

TGCTGGATCATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCAAGAAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612914 Orthocladiinae sp. water mite diet isolate 13102-BHL040517-GBD20121_20786-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGCACTTCTTTAAGAATTCTAATTCGACCAGAATTAGGACACCCAG

GCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTGATACC

AATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAATAAATA

ATATAAGTTTTTGATTATTGCCCCCATCATTAACCTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612915 Orthocladiinae sp. water mite diet isolate 13128-BHL040517-GBD12848_13971-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAAGAATAGTAGGAACTTCCTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGAGGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW612916 Orthocladiinae sp. water mite diet isolate 13130-BHL040517-GBD27146_9004-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAGGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTGCAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATCGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612917 Orthocladiinae sp. water mite diet isolate 13140-BHL040517-GBD29236_12208-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTAGGAGCTTGATCAGGAATAGTGGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGAACATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTTGTTCCTTTAATATTATGAGCACCTGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGTTCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612918 Orthocladiinae sp. water mite diet isolate 13141-BHL040517-GBD20906_27570-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGCAGAATTAGATCA

TGCAGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCAGATATGGCTTTCCCACGAAT

AAATAACATAAGATTTTGATTGTTGCCACCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612919 Orthocladiinae sp. water mite diet isolate 13146-BHL040517-GBD10510_5445-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCCTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACATCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTACTTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGATTTTGATTGTTGCCACCGTCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612920 Orthocladiinae sp. water mite diet isolate 13159-BHL040517-GBD21583_24869-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTTAGAATTTTAATTCGAGCTGAATTAGGACT

TGCCGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGAGTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612921 Orthocladiinae sp. water mite diet isolate 13163-BHL040517-GBD18622_23766-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGACCAGGAATAGTTGGGACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCCGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACCTTATTATTATCAAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612922 Orthocladiinae sp. water mite diet isolate 13164-BHL040517-GBD25379_19939-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTTATTGGAGACGATCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGATTGCTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612923 Orthocladiinae sp. water mite diet isolate 13725-BHL040517-GBD5687_16187-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTGTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612924 Orthocladiinae sp. water mite diet isolate 14156-BHL040517-GBD10908_14410-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612925 Orthocladiinae sp. water mite diet isolate 14177-BHL040517-GBD17223_27102-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAAC---

TCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW612926 Orthocladiinae sp. water mite diet isolate 14198-BHL040517-GBD13931_8669-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACATCC

CGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAATAAA

TAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612927 Orthocladiinae sp. water mite diet isolate 14260-BHL040517-GBD17174_19840-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGAGCGGGAATAGTAGGAACTTCTCTTAGTATTTTAATTCGAGCAGAATTAGGAC

ATCCAGGTGCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612928 Orthocladiinae sp. water mite diet isolate 14266-BHL040517-GBD14083_20413-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCCTTTCCCCGAAT

AAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTTTCAAGTTCATTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612929 Orthocladiinae sp. water mite diet isolate 14288-BHL040517-GBD12594_9998-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTCAATTCGACTAGAATTAGGGCA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTACTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAAT

AAATAATATAAGTTTTTGATTACTACCTCCTTCTCTTACCTTACTTTTAGTAAGCAGTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612930 Orthocladiinae sp. water mite diet isolate 14306-BHL040517-GBD11937_19323-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612931 Orthocladiinae sp. water mite diet isolate 14358-BHL040517-GBD12701_5770-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGTCCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGGCCCCTGACATAGCTTTCCCCCGAAT

AAATAATATAAGTTTCTGATTACCTCCCCCATCACTTACATTACTCCTTTCAAATTCATTTGCAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612932 Orthocladiinae sp. water mite diet isolate 14396-BHL040517-GBD26419_20365-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGCACTTCTTTAAGAATTTTAATTCGACTTGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTGTACCCCGAA

AAAAAAAAATAAGATTTTGATTATTACCCCCTGCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612933 Orthocladiinae sp. water mite diet isolate 14467-BHL040517-GBD19181_26243-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACC

CAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAA

ATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACTCTTCTTCTTTCTAGCTCAATTGTAGAAAACGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612934 Orthocladiinae sp. water mite diet isolate 14481-BHL040517-GBD22028_5988-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTATTTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACATCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGCGCCCCTGATATAGCTTTTCCCCGAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTTTTATCAAGATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612935 Orthocladiinae sp.  water mite diet isolate 536-BHL040517-GBD10507_18269-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAACTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAGC

AGGAGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW612936 Orthocladiinae sp.  water mite diet isolate 846-BHL100916-GBD9148_23619-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACCGCATATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAGATTGATTAGTACCCTTAATATTAGGAGCCCCTGATATAGCTTTTCCCCGAATA

AATAATATAAGATTTTGATGATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612937 Orthocladiinae sp.  water mite diet isolate 961-BHL100916-GBD2438_14611-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAATGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATGAACCTTACGTTTATCAAGAACAGTAGGAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612938 Orthocladiinae sp.  water mite diet isolate 2236-BHL072216-GBD22568_10710-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTATAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAACCCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTACTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612939 Orthocladiinae sp.  water mite diet isolate 4323-BHL032417-GBD4247_14191-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTAGGACA

TGCTGGTTCCTTAATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCTGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACCGCCCCCCTCTTTAACTTTATTTTTATCAAGCTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR693741, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612940 Orthocladiinae sp.  water mite diet isolate 5193-BHL032417-GBD20668_6420-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTAGGACA

TGCTGGTTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCACACTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCCTCTTTAACTCTTCTTTTATCAAGCTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR693741, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612941 Orthocladiinae sp.  water mite diet isolate 5222-BHL032417-GBD24247_16065-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAATA

AATAATATAAGTTTTTGACTGTTGCCCCCATCATTAACATTATTGTTATCAAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612942 Orthocladiinae sp.  water mite diet isolate 5226-BHL032417-GBD26400_8357-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCTTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCACTAACTTTACTGTTATCTAGATCAATCGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612943 Orthocladiinae sp.  water mite diet isolate 5348-BHL032417-GBD14922_6932-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCGGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAGGACA

TGCAGGCTCATTAATTGGTGATGTTCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGTGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612944 Orthocladiinae sp.  water mite diet isolate 9932-BHL040517-GBD9622_25158-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCTGGAATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTAGGACA

TGCGGGTTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCTTTAACTCTTCTTTTATCAAGCTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR694831, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612945 Orthocladiinae sp.  water mite diet isolate 11309-BHL110116-GBD24708_10716-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGAAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGTTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCCCGAATA

AATAACATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGAACAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW612946 Orthocladiinae sp.  water mite diet isolate 12880-BHL040517-GBD13121_2706-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTAGGACA

TGCTGGTTCCTTAATGGGAGACGAGCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGTAGCACCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCCTCTTTAACTCTTCTATTATCAAGCTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR693741, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612947 Orthocladiinae sp.  water mite diet isolate 12907-BHL040517-GBD19631_16983-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAACTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTATTTCGAGCAGAATTAGGACA

TGCATGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTATTGCCCCCATCATTAACTTTATGATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612948 Orthocladiinae sp.  water mite diet isolate 12945-BHL040517-GBD16368_19273-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTTGAAACTGACTAGTTTCTTTAATATTAGGAGCACCTGAAATGGCTTTCCCACGAA

AAAAAAAAATAAGGTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612949 Orthocladiinae sp.  water mite diet isolate 13042-BHL040517-GBD22273_7586-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAATAATAT

AAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAAATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.8% 

identical to accession ID KR285606, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612950 Orthocladiinae sp.  water mite diet isolate 13056-BHL040517-GBD27176_17606-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGACCTGAATTAGGACA

TCCAGGCTCATTAATTGGAGATTATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATATTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCAGGAAT

AAATAAAATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612951 Orthocladiinae sp.  water mite diet isolate 13110-BHL040517-GBD10106_15273-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TCCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCATAATTGGAGGTTTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTATTGCCCCCATCATTAACTTTATTATTATCTAGACCAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612952 Orthocladiinae sp.  water mite diet isolate 13112-BHL040517-GBD13724_16077-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATG

CAGGCTCATTAATTGGAGAAGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTAT

ACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTGTAATATTAGGAGCACCTGATATGGCTTTCCCCCGAATAA

ATAACATAAGTTTTTGATTGTTGCCCCCATCATTAACCTTACTATTATCTAGAACAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR513498, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612953 Orthocladiinae sp.  water mite diet isolate 13117-BHL040517-GBD27331_14714-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAACTAGGAC

ATGCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGGTTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTTCCCCCTTCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612954 Orthocladiinae sp.  water mite diet isolate 13120-BHL040517-GBD22822_17814-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGAGGCACCTGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCTCCATCATTAACTTTATTATTATCTAAAACAATAGTGGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612955 Orthocladiinae sp.  water mite diet isolate 13136-BHL040517-GBD20901_7214-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGCACTTCTTTAAGAATTTTAATTCGACCAGAATTAGGACATGCAG

GCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATACC

AATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAATAAATA

ATATAAGTTTTTGATTGTTGTCCCCATCATTAACTTTATTATTATCAAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW612956 Orthocladiinae sp.  water mite diet isolate 13638-BHL040517-GBD25264_14439-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612957 Orthocladiinae sp.  water mite diet isolate 14403-BHL040517-GBD19580_20010-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGTTACTTCTTTAAGAATTTTAATTCGACTTGAATTAGGACAC

CCAGGCTCATTGATTTGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATGTTAGGAGCCCCTGATATAGCTTTTCCCCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACCTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612958 Orthocladiinae sp.  water mite diet isolate 14438-BHL040517-GBD17149_3285-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAAGTTTAATTCGACTAGAATTAGGACACT

CAGGCTCATTGATCGGAGACGACCAAATTTATAATGAAATTGTTACAGCACATGCATTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTTGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGTGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612959 Orthocladiinae sp.  water mite diet isolate 14464-BHL040517-GBD21312_27484-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTGATTGGAGACGACCAAATTTATAATATAATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTAATATTAGGAGCCCCTGATATAGCTCTTCCCCGAATA

AATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTATTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612960 Orthocladiinae sp.  water mite diet isolate 14500-BHL040517-GBD26063_17842-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTCGGACA

CCCAGGTTCATTGATCGGAGACGAGCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612961 Orthocladiinae sp.  water mite diet isolate 14512-BHL040517-GBD27632_20543-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTTATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCCCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCGTCATTAACCTTACTATTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612962 Orthocladius sp. water mite diet isolate 3488-BHL032417-GBD8121_12323-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAATAGCTCATGCTTTTGTTATAATTTTTTTTTTTATG

GTTATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612963 Orthocladius sp. water mite diet isolate 3549-BHL032417-GBD9952_15201-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAACTAGGAC

ATGCTGGTTATTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTGTGGT

TATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612964 Orthocladius sp. water mite diet isolate 3575-BHL032417-GBD5676_8589-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATCCTGG

AACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAAATAA

TATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KR758170, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612965 Orthocladius sp. water mite diet isolate 3576-BHL032417-GBD13354_23819-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAACTAGGACAT

ACTGATTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATGGTTA

TACCTATTTTAATTGGAGGGTTTGGAAATCGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTT-

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR745863, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW612966 Orthocladius sp. water mite diet isolate 3601-BHL032417-GBD9600_26828-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTATTTGATTGGAGACGACCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATATGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR749204, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612967 Orthocladius sp. water mite diet isolate 3663-BHL032417-GBD2744_20138-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTACGGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCATTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTCTGATTACTTCCCCCATCACATACATTACTCCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612968 Orthocladius sp. water mite diet isolate 3712-BHL032417-GBD17145_3345-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGAC

ACCCCGGGGCATTAATTGGAGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATGG

TTATACCTATTTTAATTGGAGGGTCTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCAAATGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR291764, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612969 Orthocladius sp. water mite diet isolate 3739-BHL032417-GBD25208_18221-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACAT

GCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGATCATGCTTTTGTTATAATTTTTTTTATGGTTA

TACCTATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGAATAT

ATAATATAAGTTTTTGAGTTCTCCCCCCATCTTTAACTCTTCTTCTT-

TCTAGTTCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR745842, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612970 Orthocladius sp. water mite diet isolate 3751-BHL032417-GBD5413_14327-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGGATTAGGACA

TGCTGGTTATTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATGGTT

ATACCTATTTTAATTGGAAGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612971 Orthocladius sp. water mite diet isolate 3790-BHL032417-GBD19848_5604-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGAC

ATGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATATTTTTTTTTATGGT

TATACCTATTTTAATTGGAGGGTTTGGATATTGATTAGTACCTTTAATGTTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGAAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612972 Orthocladius sp. water mite diet isolate 3815-BHL032417-GBD20784_2342-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGTACATGCCGG

ATCATTAATTAGTGACAATCAAATTTATAATGTTACTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATGGTTATACCT

ATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAAATAA

TATAAGTTTTTGATTATTACCCCTTTCATTAACTTTATTATTGTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR291764, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612973 Orthocladius sp. water mite diet isolate 3816-BHL032417-GBD16965_27371-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAATAGCTCATGCTTTTGTTATAATTTTTTTTATGGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTCTCCCTCGAAT

AAATAATGTAAATTCTTGGCTTCTCCCTCCTTCTTTAACTCTTCTTCTT-

TCTAGTTCAATTGTCGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612974 Orthocladius sp. water mite diet isolate 3819-BHL032417-GBD7805_13650-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAACTGAATTAGGACA

TGCTGGTTATTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATGGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGATTATTACTACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612975 Orthocladius sp. water mite diet isolate 3884-BHL032417-GBD18672_14197-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATCTTCGGAGCATGATCAGGATTAGTAGGAACATCTCTAAAAATTTTAATCCGGGCCGAATTAGGACATGCCGG

ATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACATCACATGCTTTTGTTATAATTTTTTTTATGGTTATACCT

ATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGTCCCAGATATAGCTATCCCTCGAATAAATAA

TATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR291764, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW612976 Orthocladius sp. water mite diet isolate 3900-BHL032417-GBD8790_22263-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAACTGAATTAGGACAT

GCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGTGGGTTTGGAAATTGATTAATTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR614960, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612977 Orthocladius sp. water mite diet isolate 3936-BHL032417-GBD25585_11532-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACAT

GCTGGTTATTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTGTTACCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR758170, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612978 Orthocladius sp. water mite diet isolate 3998-BHL032417-GBD10567_10786-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATCTTCGGAGCATGATCAGGAACATTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGACATGCCGG

ATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGTTTTTGTTATAATTTTTTTTATGGTTATACCT

ATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATAAAGCTTTCCCTCGAATAAATAA

TATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATGGTCTAGTTCGATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR291764, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612979 Orthocladius sp. water mite diet isolate 3999-BHL032417-GBD7552_20357-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTCTTTGTTTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTTTTATAATTTTTTTTATGGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTT-

TCTAGTGCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR745863, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612980 Orthocladius sp. water mite diet isolate 4001-BHL032417-GBD2330_17828-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGTGACTTCTTTAAGAATATTGATCCGAACTGAATTAGGAC

ATGCTGGTTCTTTGTTTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATGGT

TATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612981 Orthocladius sp. water mite diet isolate 5524-BHL032417-GBD17229_2070-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTATTTGATTGGAGACGACCAAATTTATAATGTTATTATAACAGCTCATGCTTTTGTTATAATTTTTTTTATGGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612982 Orthocladius sp.  water mite diet isolate 3479-BHL032417-GBD4427_7765-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTCTAATTCGAGCTGAATTAGGACA

TGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATGGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612983 Orthocladius sp.  water mite diet isolate 3788-BHL032417-GBD10890_24758-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGTATTTTATTTCGAGCTGAATTAGGACATGCTGG

TTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATGGTTATACCT

ATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAAATAA

TATAAGTTTTTGATTATTACTCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.1% 

identical to accession ID KR758170, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612984 Orthocladius sp.  water mite diet isolate 3854-BHL032417-GBD7009_13669-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTAAATTAGGA

CATGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAACTCATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCACTAACTTTATTATTGTCTAGTACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR284549, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612985 Orthocladius sp.  water mite diet isolate 3912-BHL032417-GBD5438_20879-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGGGCTTGATCAGGAATAGTAGGAACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TCCTGGTTCTTTGATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCCTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR749204, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW612986 Orthocladius sp.  water mite diet isolate 4013-BHL032417-GBD19737_7000-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTCTATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGTACTTCCTTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTCTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATGGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCGGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR741173, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612987 Orthocladius sp.  water mite diet isolate 4029-BHL032417-GBD6560_17371-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGACCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGACTTGAATTAGGACA

TGCTGGTTCTTTGATTGGAGACGAACAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATGGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTATTATTGTCTAGTTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612988 Orthocladius sp.  water mite diet isolate 4827-BHL032417-GBD26756_11424-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTACTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTATTGTTATAATTTTTTTTATGGT

AATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612989 Orthocladius sp.  water mite diet isolate 5790-BHL032417-GBD17114_17075-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATGGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.7% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612990 Orthocladius sp.  water mite diet isolate 8146-BHL040517-GBD24212_24739-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTCTTTGATTGGAGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCCTTTGTTATAATTTTTTTTATGGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612991 Orthocladius sp.  water mite diet isolate 8470-BHL101416-GBD25119_22666-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTATTTGATTGGAGACGACCAAATTTATAATGTTATCGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATGGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612992 Orthocladius sp.  water mite diet isolate 12109-BHL040517-GBD25119_22666-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTATTTGATTGGAGACGACCAAATTTATAATGTTATCGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATGGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612993 Orthocladius sp.  water mite diet isolate 12586-BHL040517-GBD13906_4002-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TTCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAGCAGCTCATGCTTTTGTTATAATTTTTTTTATGGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612995 Palloptera sp. water mite diet isolate 14757-BHL040517-GBD3350_9980-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGTAAGAAG

TATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KR262652, identified in GenBank as 

Palloptera ambusta. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612996 Palloptera sp. water mite diet isolate 14939-BHL040517-GBD24784_13717-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATT

TTAATTCGACTAGAATTAGGACACCCAGGCTCATTAATCGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATGC

ATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAGCT

CCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGTAAGAAGTA

TAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KR262653, identified in GenBank as 

Palloptera ustulata. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW612997 Parachironomus sp. water mite diet isolate 1999-BHL022317-GBD27879_14542-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGGGCAAAACTAGGAC

GACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCACACGCATTTATTATAATTTTTTTCATAG

TTATGCCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTAATACTAGGGGCTCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCATCACTAACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KC750459, identified in GenBank as 

Parachironomus delinificus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW612998 Parachironomus sp. water mite diet isolate 2380-BHL072216-GBD25900_20195-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGAC

GAACTGGAACCTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATCATAATTTTTTTCATAG

TTATGCCTATTTTAATTGGGGGCTTTGGAAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATGGCTTTCCCGCGA

ATAAACAATATAAGCTTCTGACTACTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KJ166526, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW612999 Parachironomus sp. water mite diet isolate 3555-BHL032417-GBD11087_10803-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACA

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCTTTAACCCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR687306, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613000 Parachironomus sp. water mite diet isolate 3558-BHL032417-GBD14745_11604-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTAAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATTTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTAATTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613001 Parachironomus sp. water mite diet isolate 3589-BHL032417-GBD13164_11526-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATCTTATTTTTGGGGCTTGATCCGGAATAATGGGAACGTCTTTAAGTATGCTAATTCGAGCAGAAATAGGACG

ACCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTCTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTGTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613002 Parachironomus sp. water mite diet isolate 3603-BHL032417-GBD7410_5812-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTTATATTAGGTGCTCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613003 Parachironomus sp. water mite diet isolate 3609-BHL032417-GBD16094_21357-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCATGATCAGGAATAGTAGGGACTTCGTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGATGATGATCAAATTTACAATGTCATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCTAA

TAAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613004 Parachironomus sp. water mite diet isolate 3610-BHL032417-GBD20040_17963-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGATTTTGACTACTACCCCCATCTCCGACTCTATTACATTCTAGTACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613005 Parachironomus sp. water mite diet isolate 3614-BHL032417-GBD28399_9682-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTTAGAATTTTAATTCGAGCTGAATTAGGACAT

GCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCGGACATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACGTCTTCCCTCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613006 Parachironomus sp. water mite diet isolate 3619-BHL032417-GBD18367_21029-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATATTTATTCGAGCTGAATTAGGTC

GACCTGGTACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGACATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613007 Parachironomus sp. water mite diet isolate 3620-BHL032417-GBD23125_20979-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTAAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGTACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTCTGATTACTTCCCCCATCACATACATTACTCCTTTCAAGTTCATTTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613008 Parachironomus sp. water mite diet isolate 3651-BHL032417-GBD29636_16641-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTTTTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTGGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCGGTGACGCGGGGACGGGCGAGGGCAAGGGGAGAAAAGGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613009 Parachironomus sp. water mite diet isolate 3652-BHL032417-GBD24224_5951-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGAC

ACCCCGGGGCATTAATTGGTAATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGGCATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613010 Parachironomus sp. water mite diet isolate 3660-BHL032417-GBD22039_4489-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

ATCCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTTATATTAGGTGCTCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613011 Parachironomus sp. water mite diet isolate 3670-BHL032417-GBD24907_9428-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTAGGACGTCCT

GGAACCTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGACTTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATAAATA

ATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613012 Parachironomus sp. water mite diet isolate 3676-BHL032417-GBD9334_8313-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCGAATTTACAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGA

GTATATAATATAAGTTTTTGAGTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613013 Parachironomus sp. water mite diet isolate 3681-BHL032417-GBD24112_6146-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCTCTAATATTAGGAGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCACCTTCTCTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613014 Parachironomus sp. water mite diet isolate 3684-BHL032417-GBD12294_9200-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGTACTTTTATTGGTGACGGTCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613015 Parachironomus sp. water mite diet isolate 3691-BHL032417-GBD20507_12602-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCTGGAACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGAA

TAAATAACATAAGTTTTTGACTTCTTCCCCCTTCTTTGACCCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613016 Parachironomus sp. water mite diet isolate 3696-BHL032417-GBD23916_22763-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTTAGAATACTTATTCGAGCTGAATTAGGAC

GTCCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAGATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACGACTTCCCCCTTCTTTGACACTATTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613017 Parachironomus sp. water mite diet isolate 3699-BHL032417-GBD28027_13607-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTTAGAATATTTATTCGAGCAGAATTAGGA

CGACCTGGAACTTTTATTGGTGATGATCAAATTTATAATATAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTTGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613018 Parachironomus sp. water mite diet isolate 3701-BHL032417-GBD21094_14845-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTCTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATATTTATTCGAGCTGAATTAGGAC

GACCCGGATCTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACGGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCTTTGACTCTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613019 Parachironomus sp. water mite diet isolate 3703-BHL032417-GBD8515_13775-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAATAGGGACTTCCTTAAGAATACTTATTCGAGCTGAATTAGGAC

AACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGTGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACCCTTTTACTATCTAGTACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613020 Parachironomus sp. water mite diet isolate 3705-BHL032417-GBD25479_9774-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613021 Parachironomus sp. water mite diet isolate 3713-BHL032417-GBD17814_18192-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613022 Parachironomus sp. water mite diet isolate 3718-BHL032417-GBD7377_14713-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GATCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGTTCCAGACAAGGCCTTCCCTCGAA

TAAAAAAAAAAAGGTTTTGGCTTCCTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613023 Parachironomus sp. water mite diet isolate 3721-BHL032417-GBD8114_22889-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATATCTATTCGAGCTGAATTAGGAC

GACCCGGAACCTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCAAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613024 Parachironomus sp. water mite diet isolate 3724-BHL032417-GBD7849_8179-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATATTTATTCGAGTTGAATTAGGAC

GACCAGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTAATTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCTTCTTTGACTCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613025 Parachironomus sp. water mite diet isolate 3728-BHL032417-GBD27906_20244-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATATTTATTCGAGCTGAATTAGGACGA

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR687306, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613026 Parachironomus sp. water mite diet isolate 3738-BHL032417-GBD12618_7205-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGACAA

CCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACCCTTTTACTATCTAGTACAATTGTAGAAAATGGAACTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613027 Parachironomus sp. water mite diet isolate 3741-BHL032417-GBD20291_3530-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACGACCC

GGAACTTTCATTGGAGATGATCAAATTTATAATGTAGTTGTAACTGCACATGCTTTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTTCAGACATGGCTTTCCCTCGAATAAATA

ATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613028 Parachironomus sp. water mite diet isolate 3743-BHL032417-GBD22886_22778-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCAGGAACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTGATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCTTCTTTGACCCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613029 Parachironomus sp. water mite diet isolate 3745-BHL032417-GBD25849_6668-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGAGATGATCAAATTTATGATGTAATTGTTACGGCTCATGCTTTTATAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCGTCTTTAACTCTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613030 Parachironomus sp. water mite diet isolate 3747-BHL032417-GBD9777_25658-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGTC

GACCAGGAACTTTTATTGAAGATGATCAAATTTACAATGTAATTGTAACGGCACATGCCTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACTCTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613031 Parachironomus sp. water mite diet isolate 3753-BHL032417-GBD14426_27487-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGATTGCTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTTTTGGTGATGATCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613032 Parachironomus sp. water mite diet isolate 3755-BHL032417-GBD27202_7383-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGAGCTCCAGACATGGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613033 Parachironomus sp. water mite diet isolate 3766-BHL032417-GBD21388_3123-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCTGGAACTTTTATCGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTGTTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTCGGAGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCGTCATTGACTCTATTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613034 Parachironomus sp. water mite diet isolate 3774-BHL032417-GBD19126_20860-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTACATTAGGGGCTCCAGACATGGCTTTCCATCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613035 Parachironomus sp. water mite diet isolate 3777-BHL032417-GBD16384_21440-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATACTTATTCGAGCTGAACTAGGAC

GACCCGGTACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTCATAGT

TATGCCTATTTCAATTGGAGGTTTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCGTCCCCCTTCATTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613036 Parachironomus sp. water mite diet isolate 3778-BHL032417-GBD8901_26481-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTATGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACGACCC

GGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTCTTATATTAGGGGCTACAGACATGGCTTTCCCTCGAATAAATA

ATATAAGTTTTTGACTTCTTCCCCCTTCTTTGAATCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613037 Parachironomus sp. water mite diet isolate 3785-BHL032417-GBD22095_15672-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAACTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTGTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAATTCAATTGTAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613038 Parachironomus sp. water mite diet isolate 3787-BHL032417-GBD7386_21376-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCAAGCTAAATTAGGACA

TGCTGGTACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCGAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGAATCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613039 Parachironomus sp. water mite diet isolate 3793-BHL032417-GBD22926_21500-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCATTAAGAATACTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTGGGGGCTCCTGACATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613040 Parachironomus sp. water mite diet isolate 3798-BHL032417-GBD28693_20218-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GATCAGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACGGCACATGGTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTGCTGCCCCCTTCATTGACTCTATTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613041 Parachironomus sp. water mite diet isolate 3799-BHL032417-GBD26303_18972-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGTTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTGATATTAGGGGCTCCAGACATGGCTTTCCCGCGAA

TAAACAATATAAGATTTTGACTACTTCCCCCTTCATTGACTCTTTTACTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613042 Parachironomus sp. water mite diet isolate 3804-BHL032417-GBD28168_15153-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGTATACTTATTCGAGCAGAACTAGGAC

GACCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCATATATTAGGAGCTCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613043 Parachironomus sp. water mite diet isolate 3806-BHL032417-GBD16575_10100-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCTGGTACTTTTATAGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTCGACTCTATTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613044 Parachironomus sp. water mite diet isolate 3813-BHL032417-GBD23987_11399-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGA

CGCCCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTACTTCCCCCATCTTTAACGCTTTTACTATCTAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613045 Parachironomus sp. water mite diet isolate 3818-BHL032417-GBD26133_10608-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACA

ACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTGGGAGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCATCTTTAACTCTTTTACTTTCTAGTACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ166526, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613046 Parachironomus sp. water mite diet isolate 3822-BHL032417-GBD8526_10387-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGGGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTCTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTGGGGGCTCCTGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTCTGACTTCTTCCCCCCTCTCTGACTCTTTTACTTTCTAGTTCAATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613047 Parachironomus sp. water mite diet isolate 3826-BHL032417-GBD25805_19008-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAACTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGTGCTCCTGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTATCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613048 Parachironomus sp. water mite diet isolate 3828-BHL032417-GBD16243_3026-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCGGGAATAGTAGGGACTTCTTTGAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACCTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613049 Parachironomus sp. water mite diet isolate 3835-BHL032417-GBD21674_17166-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATACTTATTCGAGCTGAATTCGGACA

ACCAGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACGGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTGACTCTATTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613050 Parachironomus sp. water mite diet isolate 3839-BHL032417-GBD16924_11716-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GTCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCACCAGACATGGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCTTCTTTGACTCTTTTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613051 Parachironomus sp. water mite diet isolate 3840-BHL032417-GBD17499_22975-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAT

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCCTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGACTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613052 Parachironomus sp. water mite diet isolate 3843-BHL032417-GBD23134_4215-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTATAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGACATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613053 Parachironomus sp. water mite diet isolate 3845-BHL032417-GBD9360_5988-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACT

AACCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGACTGTTGCCCCCATCATTGACTCTATTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613054 Parachironomus sp. water mite diet isolate 3851-BHL032417-GBD23769_6366-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCCGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACTGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGACATAGCTTTCCCTCGAAT

AAATAATATAAGTTTCTGACTTCTTCCCCCTTCTTTGACTCGTTGACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613055 Parachironomus sp. water mite diet isolate 3855-BHL032417-GBD25494_20172-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATATTTATTCGAGCTGAATTAGGA

CGACCAGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGAAAATTGATTAGTTCCTCTTATATTAGGTGCTCCAGACATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCGTCTTTAACTCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613056 Parachironomus sp. water mite diet isolate 3856-BHL032417-GBD8041_16554-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGTGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATAATAGGGGCTCCAGACATGGCTTGCCCTCGA

AGAAATAATATAAGTTTTTGACTTCGTCCCCCTTCTTTGACACGATTACTGTCTAGTGCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613057 Parachironomus sp. water mite diet isolate 3862-BHL032417-GBD20652_11985-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTCCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCACAG

TTATACCTATTTTAATCGGGGAATTTGGAAATTGATTAATCCCTCTTATGCTGGGAGCTCCTGATAAGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTATTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613058 Parachironomus sp. water mite diet isolate 3870-BHL032417-GBD23899_8992-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGGACTTTTATTGGTGATGATCAAATTTACAATGTAATTATAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAAGTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAAAATAAGTTTTTGACTTCTTCCCCCGTCTTTGAAACTATTACTTTCTAATGCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613059 Parachironomus sp. water mite diet isolate 3871-BHL032417-GBD5955_19749-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

AACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGATATGGCATTTCCTCGTAT

AAATAATATAAGATTCTGATTTCTTCCCCCTTCTTTGACTCTTCTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613060 Parachironomus sp. water mite diet isolate 3872-BHL032417-GBD24405_4527-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGGGCTTGATCAGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGGGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGTCATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613061 Parachironomus sp. water mite diet isolate 3873-BHL032417-GBD28172_18710-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCATGATCAGGAATAATAGGAACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATCTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACCCTTTTACTATCAAGTACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613062 Parachironomus sp. water mite diet isolate 3877-BHL032417-GBD19914_16596-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTGGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAGCGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGACTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCCACGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613063 Parachironomus sp. water mite diet isolate 3878-BHL032417-GBD24732_22639-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCAGAATTAGGACGACCC

GGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATAGCCTTCCCTCGAATAAATA

ATATAAGTTTTTGACTTCTTCCCCCGTCTTTGACTCTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613064 Parachironomus sp. water mite diet isolate 3879-BHL032417-GBD24305_13836-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGT

CAAACCGGTACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCATTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCGTCTTTAACTCTATTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613065 Parachironomus sp. water mite diet isolate 3883-BHL032417-GBD29208_16147-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGGTCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613066 Parachironomus sp. water mite diet isolate 3885-BHL032417-GBD8353_11046-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCGGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACGGCATATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGACC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613067 Parachironomus sp. water mite diet isolate 3889-BHL032417-GBD27984_18137-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTTTTAGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613068 Parachironomus sp. water mite diet isolate 3893-BHL032417-GBD12044_24174-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGAA

AGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGCAGGATTTGGAAATTGACTTGTCCCCCTAATACTTGGAGCACCTGACAAAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613069 Parachironomus sp. water mite diet isolate 3894-BHL032417-GBD23304_10359-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAGGAATACTTATTCGAGCTGAATTAGGA

CATCCCGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCACCAGACATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCTTCTTTAACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613070 Parachironomus sp. water mite diet isolate 3898-BHL032417-GBD21158_27753-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGTCG

ACCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTCCCCCCTTCTCTGACTCTTTTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR687306, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613071 Parachironomus sp. water mite diet isolate 3902-BHL032417-GBD12731_6636-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATATTAATTCGAGCTGAATTAGGAC

AACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCGCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCTTCATTGACCCATTTACTATCAAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613072 Parachironomus sp. water mite diet isolate 3920-BHL032417-GBD27504_11627-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATATTTATTCGAGCTGAACTAGGA

CGCCCCGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613073 Parachironomus sp. water mite diet isolate 3921-BHL032417-GBD15748_21130-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

AACCCGGAACATTTATTGGTGATGATCAAATTTACAATGTAATTGTTACAGCACATGCTTTTATAATAATTTTTTTCATAG

TTATAACAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTGCTGCCCCCTTCTTTGACTCTATTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613074 Parachironomus sp. water mite diet isolate 3923-BHL032417-GBD27922_16482-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACAT

CCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACTTTCTAGTTGAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR687306, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613075 Parachironomus sp. water mite diet isolate 3926-BHL032417-GBD25106_21508-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTACTTCCTCTAATATTAGGAGCTCCCGACATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613076 Parachironomus sp. water mite diet isolate 3930-BHL032417-GBD18781_10385-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTCGGAGCTTGATCAGGAATAGTGGGGACTTCTTTAAGAATGCTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAGTTGTAACGGCACATGCTTTTATTATAATTTTTTTCGTAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCCCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTCTGACTTCTACCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613077 Parachironomus sp. water mite diet isolate 3939-BHL032417-GBD26902_13719-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

AACCTGGAACATTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTATCTAGTACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613078 Parachironomus sp. water mite diet isolate 3942-BHL032417-GBD9688_16920-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTCCATTAAGAATTTTTATTCGAGCTGAATTAGGACA

TGCTGGTTATTTGATTGGAGACGACCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTTGGGGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613079 Parachironomus sp. water mite diet isolate 3947-BHL032417-GBD10656_17002-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTATGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCACCAGACATAGCTTTCCATCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACCCTATTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613080 Parachironomus sp. water mite diet isolate 3950-BHL032417-GBD10983_28495-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATATTTATTCGAGCAGAATTAGGAC

GCCCCGGATCTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCGTCTTTGACTCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613081 Parachironomus sp. water mite diet isolate 3951-BHL032417-GBD14091_1900-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTATGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTGACACAATTACGATCAAGTACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613082 Parachironomus sp. water mite diet isolate 3955-BHL032417-GBD8193_4616-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATACTAGGAGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTCACTTCTTCCCCCTTCTTTGACTCCTTTACTTTCTAATTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613083 Parachironomus sp. water mite diet isolate 3957-BHL032417-GBD9839_17955-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTCCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATATTTGTTCGAGCTGAATTAGGAC

GAGCAGGAACGTTTATTGGTGATGATCAAATTTACAATGTAATTGTATCGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613084 Parachironomus sp. water mite diet isolate 3958-BHL032417-GBD8458_21828-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTAGGAGCTTGATCAGGAATAGTAGGGACTTTTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTCGGAACCTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGTTTTTCCTAGAA

AAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613085 Parachironomus sp. water mite diet isolate 3959-BHL032417-GBD8224_17370-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTAACTCTCTTACCATCAAGTACAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613086 Parachironomus sp. water mite diet isolate 3965-BHL032417-GBD25053_14965-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGGAC

GACCCGGAACATTAATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATAATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTACTTCCCCCTTCATTGACTCTATTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613087 Parachironomus sp. water mite diet isolate 3973-BHL032417-GBD21693_19570-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTAAGTATATTTATTCGAGCTGAATTAGGACA

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTACGAGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613088 Parachironomus sp. water mite diet isolate 3974-BHL032417-GBD11115_27803-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATCTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACCCTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613089 Parachironomus sp. water mite diet isolate 3975-BHL032417-GBD21977_25430-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTGACTCTTCTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ166526, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613090 Parachironomus sp. water mite diet isolate 3980-BHL032417-GBD23686_20933-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATACTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GAACCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCATTCCCTCGAA

TAAATAACATAAGATTTTGACTACTTCCCCCTTCTTTGACACTATTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613091 Parachironomus sp. water mite diet isolate 3983-BHL032417-GBD21506_3416-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACGT

CCCGGAACTTTTACTGGTGATGATCAAATTTATAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACGTCTTCCCCCATCTTTGACTCTTTTACTTTCTAGTACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613092 Parachironomus sp. water mite diet isolate 3986-BHL032417-GBD28489_17664-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTGGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTATTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613093 Parachironomus sp. water mite diet isolate 3988-BHL032417-GBD19152_3506-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTAAGAATACTAATTCGAGCTGAATTAGGAC

GACCCGGAACATTTATTGGAGATGATCAAATTTACAATGTAATTGTTACGGCCCATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCATCTTTGACTCTTTTATTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613094 Parachironomus sp. water mite diet isolate 3989-BHL032417-GBD13055_26593-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTAGGAGCTTGATCAGGAATAGTAGGGACTTGTTTAAGAATACTTATTCGAGTTGAATTAGGAC

GACCAGGAACATTTATTGGAGATGATCAAATTTACAATGTAATTGTAACGGCATATGCTTTTATTATAATTTTTTTCGTAG

TTATACCTATTTTAATCGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613095 Parachironomus sp. water mite diet isolate 3990-BHL032417-GBD25704_10696-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCCTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

AACCCGGAACATTTATTGGTGATGATCAAATTTACAATGTAATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCGTTGACTCTTTTACTTACTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613096 Parachironomus sp. water mite diet isolate 4003-BHL032417-GBD27974_21898-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTTATTCGAGCTGAACTAGGAC

GTTCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTAGAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613097 Parachironomus sp. water mite diet isolate 4008-BHL032417-GBD20280_26110-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAATAGGGACTTCTTTAAGAATACTTATTCGAGTTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCTTCTTTGACTCTATTACTATCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613098 Parachironomus sp. water mite diet isolate 4009-BHL032417-GBD12054_22282-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACA

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGACATACCATTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCGTCTTTGACTCTATTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613099 Parachironomus sp. water mite diet isolate 4011-BHL032417-GBD6565_25460-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTCGGGACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGAC

GCCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTTCTATCAAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613100 Parachironomus sp. water mite diet isolate 4012-BHL032417-GBD2432_17652-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTTGTTCCTCTAATATTTGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGGGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613101 Parachironomus sp. water mite diet isolate 4014-BHL032417-GBD27303_12251-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCTGGAACTTTTATTGGTGATGATCAAATTTATAATGCAATTGTAACGGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCCCCAGACATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCTAGTACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ166526, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613102 Parachironomus sp. water mite diet isolate 4016-BHL032417-GBD6815_18772-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTGTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAATTCCTCTTATATTAGAGGCTCCAGACATAGCTTTCCCTCGAA

TAAATAATATAAGGTTTTGACTTCTTCCCCCTTCTGTGACTATGTTACTTTCTAGTACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613103 Parachironomus sp. water mite diet isolate 4018-BHL032417-GBD7339_17099-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATATTTATTCGAGCTGAATTAGGACG

TCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCACGAAT

AAATAATACAAGATTTTGACTACTACCCCCTTCTTTGACTCTATTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613104 Parachironomus sp. water mite diet isolate 4028-BHL032417-GBD13432_10189-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATATTTATTCGAGCTGAATTAGGACG

ACCTGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTCATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCATTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTGACTCTATTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613105 Parachironomus sp. water mite diet isolate 4044-BHL032417-GBD14746_26198-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGTTGAATTAGGACA

ACCAGGAACTTTTATTGGTAATGATCAAATTTACAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATATTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGACTACTTCCCCCTTCTTTGACCCTTTTACTTTCTAGTGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613106 Parachironomus sp. water mite diet isolate 4049-BHL032417-GBD22138_7431-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAGTTGTTACTGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTACCCCCCTCTCTGACTCTTTTACTTTCTACTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613107 Parachironomus sp. water mite diet isolate 4051-BHL032417-GBD17390_12315-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

AAACCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACGGCACATGCTTTTATAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTGTTTCCCCCTTCATTGACTTTATTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613108 Parachironomus sp. water mite diet isolate 4053-BHL032417-GBD18258_11410-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCATTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGATTTTGACCACGTCCCCCTTCTTTAACACTTTTACAAGCTAGTGCAATAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613109 Parachironomus sp. water mite diet isolate 4055-BHL032417-GBD28049_17083-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAACTAGGAC

GACCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTATTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613110 Parachironomus sp. water mite diet isolate 4056-BHL032417-GBD21082_4233-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATATTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTATATTGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCTTGTTTGACTCTTTTACTATCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613111 Parachironomus sp. water mite diet isolate 4059-BHL032417-GBD18597_26862-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACA

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACCCTATTACCATCTAGTACACTTGCAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613112 Parachironomus sp. water mite diet isolate 4061-BHL032417-GBD17763_14746-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATACTTTATTTTCGGGGCTTGATCCGGAATAGTAGGGACTTCTTTAAGAATTCTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613113 Parachironomus sp. water mite diet isolate 4064-BHL032417-GBD21090_22024-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAAAAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAATGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAAGCATGGCTTTCCCTCCAA

AAAAAAAAAAAAGTTTTTGACTTCCTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613114 Parachironomus sp. water mite diet isolate 4075-BHL032417-GBD13956_23388-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGTGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATATTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCAGACATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTGACTCTTTTACCTTCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613115 Parachironomus sp. water mite diet isolate 4076-BHL032417-GBD6339_17417-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTTAGAATACTTATTCGAGTTGAATTAGGACG

ACCAGGAACATTTATTGGTAATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGACATGGCTTTCCCTCTAAT

AAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACCCTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613116 Parachironomus sp.  water mite diet isolate 2746-BHL032417-GBD24553_6497-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCCTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAATTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613117 Parachironomus sp.  water mite diet isolate 3516-BHL032417-GBD15085_23766-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATTTTTTATTTTCGGAGCTTGATCAGAATTAGTAGGGACTTCTTTAAGAATACTTTTTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATCGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATATTTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613118 Parachironomus sp.  water mite diet isolate 3532-BHL032417-GBD26385_11506-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAACTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTTCATCCCCCTTCTTTGACTCTTTTATTTTCTAGTACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613119 Parachironomus sp.  water mite diet isolate 3550-BHL032417-GBD25720_21664-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGTGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCATCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAACTGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613120 Parachironomus sp.  water mite diet isolate 3559-BHL032417-GBD13553_14465-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATAGATTAGTTCATCTTATATTAGGGGCTCCAGACGTGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCCTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613121 Parachironomus sp.  water mite diet isolate 3564-BHL032417-GBD12499_13206-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATATTTATTCGAGCTGAATTAGGACG

TCCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCTTCTTTGACTTTATTACTTTCTAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613122 Parachironomus sp.  water mite diet isolate 3569-BHL032417-GBD16442_14763-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTTGAGCGGAATTAGGACG

ACCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCTTCTTTGACTCTATTACTTTCTAGTACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613123 Parachironomus sp.  water mite diet isolate 3571-BHL032417-GBD27968_18119-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATACTAGGAGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTGTGACTTCTTCCCCCTTCTGTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613124 Parachironomus sp.  water mite diet isolate 3578-BHL032417-GBD25550_11211-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATATTTATTCGAGTTGAATTAGGAC

GACCCGGAACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTAATGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCGCGAA

TAAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACCCTATTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613125 Parachironomus sp.  water mite diet isolate 3582-BHL032417-GBD21705_3021-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGAACAGGAATAGTAGGGACTTCTTTAAGAATATTTATTCGAGATGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613126 Parachironomus sp.  water mite diet isolate 3592-BHL032417-GBD6806_16903-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATAAAAGATTTTGACATCTTCCCCCTGCTTTGACACTATTACTGTCTAGTTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613127 Parachironomus sp.  water mite diet isolate 3593-BHL032417-GBD14293_2942-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCAGAATTAGGAC

GACCCGTAACATTTATTGGAGATGATCAAATTTACAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACATTCTAGTTCAATTGTAGAAAATGGAGCTGGACCA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613128 Parachironomus sp.  water mite diet isolate 3599-BHL032417-GBD15961_27191-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGATCTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TAAACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGACTCCAGACATGGCTTTCCCTCGAAT

AAAAAAAATAAGTTTTTGAATTCTTCCCCCTTCTTTGACTGTTTTACTTTTTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613129 Parachironomus sp.  water mite diet isolate 3600-BHL032417-GBD16884_5982-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGCC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

CTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613130 Parachironomus sp.  water mite diet isolate 3612-BHL032417-GBD17738_2213-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATGTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTAACGGCTCATGCTTTTATTATAATTTTTCTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGCCTCTTTTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613131 Parachironomus sp.  water mite diet isolate 3613-BHL032417-GBD28513_13556-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACACTTTTACTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613132 Parachironomus sp.  water mite diet isolate 3616-BHL032417-GBD17858_5703-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACGGATGCGAGCTGAATTAGGAC

CACCCTTAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATCCCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTGATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613133 Parachironomus sp.  water mite diet isolate 3621-BHL032417-GBD15802_15721-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGTAATAGTAGGTACTTCTTTATGAATACTTATTCGAGTTGAATTAGGATGA

CCCGTAACTTTTATTTGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613134 Parachironomus sp.  water mite diet isolate 3627-BHL032417-GBD21097_4956-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGAACAGGAATAGTAGGTACTTCTTTAAGAATTCTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCATTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTATTACTATCTAGTCCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613135 Parachironomus sp.  water mite diet isolate 3631-BHL032417-GBD26670_16466-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGATTAGTAGGGACTTCTTTAAGAATACTTATTCGAACTGAATTAGGAC

GACCCGTAACTTTTTTTGGTTATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGACTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGCGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613136 Parachironomus sp.  water mite diet isolate 3633-BHL032417-GBD18698_28582-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACATTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCGCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCTTCATTGACACTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613137 Parachironomus sp.  water mite diet isolate 3642-BHL032417-GBD3804_18375-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GCCCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATAATAATTTTTTTCATAG

TGATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGACATGGCAATCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613138 Parachironomus sp.  water mite diet isolate 3645-BHL032417-GBD9140_19116-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTCGGAGCTTGATCCGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATACTAGGAGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTCTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613139 Parachironomus sp.  water mite diet isolate 3646-BHL032417-GBD15819_20089-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTATGACG

ACCAGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCACTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACTCTTTTACTTTCCAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613140 Parachironomus sp.  water mite diet isolate 3647-BHL032417-GBD28654_12078-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGGTCTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGTGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCGTCTTTGACTCCTTTACTATCTAGTTCAACTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613141 Parachironomus sp.  water mite diet isolate 3648-BHL032417-GBD23430_17862-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTTATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GCCCCGGAACTTTTATTAGTGATGATCAAATTTACAATGTAACTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTATTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613142 Parachironomus sp.  water mite diet isolate 3649-BHL032417-GBD26624_22295-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATATTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTACCCCCTTCTTTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613143 Parachironomus sp.  water mite diet isolate 3653-BHL032417-GBD28184_15142-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACCTTTATTGGTGATGATCAGATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCATATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAAAATAAGTTATTGACTTCTTCCCCCTTCTTCGACTCTATTACTTTCTAGTTCAATTGTAGAAAATGGCGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613144 Parachironomus sp.  water mite diet isolate 3656-BHL032417-GBD27352_17308-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

ATCCCGAAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGATATGGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613145 Parachironomus sp.  water mite diet isolate 3658-BHL032417-GBD23991_11436-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCCGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACTGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCACCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCCTCTCTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613146 Parachironomus sp.  water mite diet isolate 3665-BHL032417-GBD21853_25620-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGACTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTACTTCCCCCTTCATTGACTCTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613147 Parachironomus sp.  water mite diet isolate 3666-BHL032417-GBD9775_12161-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTCTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGGGCTACAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTGTATTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613148 Parachironomus sp.  water mite diet isolate 3675-BHL032417-GBD17513_3289-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCTGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTTCTATCTAGTTCAATTGTAGAAAATGGAGCTGGACCA

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613149 Parachironomus sp.  water mite diet isolate 3679-BHL032417-GBD22096_22211-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGATTTGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCTAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613150 Parachironomus sp.  water mite diet isolate 3682-BHL032417-GBD26418_23050-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATCCTTATTCGAGCTGAATTAGGAC

GTCCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACGGCACATGCTTTTATTATAATCTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACTCTATTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613151 Parachironomus sp.  water mite diet isolate 3683-BHL032417-GBD16832_10818-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATACTTATTCGACCTGCATTAGGACGA

CCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGACTCCAGACATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCGATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613152 Parachironomus sp.  water mite diet isolate 3686-BHL032417-GBD19287_6168-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACGACCC

GGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTACCCTCGAATAAAT

AATATAAGTTGTTGACTTCTTCCCCCTTCTTTGACTCTTTTAATATCTAGTGCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613153 Parachironomus sp.  water mite diet isolate 3688-BHL032417-GBD8522_20811-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGAAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATGGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTTACTCTTTTTCTTTCTATTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613154 Parachironomus sp.  water mite diet isolate 3692-BHL032417-GBD20807_25270-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

AACCTGGATCTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTGATATTAGGTGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCACTTCTTTGACTCTTTTACTTTCTAATTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613155 Parachironomus sp.  water mite diet isolate 3694-BHL032417-GBD28594_14161-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGTCGC

CCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATAA

ATAATGTAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613156 Parachironomus sp.  water mite diet isolate 3695-BHL032417-GBD9483_5013-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTAATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGAATTCTTCCCCCTTCTTTGACACTTTTACTTTCTAGTACAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613157 Parachironomus sp.  water mite diet isolate 3697-BHL032417-GBD3604_18800-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCAGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTCATTAGTTCCTCTTATATTAGGGGCTCCAGACATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTATTACTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613158 Parachironomus sp.  water mite diet isolate 3706-BHL032417-GBD23060_9457-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGGACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

AAACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTGCCACTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACACTATTACTTTCTAGTACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613159 Parachironomus sp.  water mite diet isolate 3714-BHL032417-GBD13961_7465-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTATGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCGGGTACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCGTCTTTGACTCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613160 Parachironomus sp.  water mite diet isolate 3715-BHL032417-GBD27906_15737-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATTTTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCTCATGCGTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCATTCCCTCGAA

TAAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACTCTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613161 Parachironomus sp.  water mite diet isolate 3717-BHL032417-GBD18847_3609-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATTCTAATTCGAGCTGAATTAGGAC

ATCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCTGACATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613162 Parachironomus sp.  water mite diet isolate 3720-BHL032417-GBD26910_7339-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACAACACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTTGAAATTGATTAGTTCCTCTTATATTAGGGACTCCAGACATGGCTTTCCCTCTAAT

AAATAAAAAAAGTTTTTGACTTCTTCTCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613163 Parachironomus sp.  water mite diet isolate 3723-BHL032417-GBD13448_24320-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

TTCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAAGGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTGTCTAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613164 Parachironomus sp.  water mite diet isolate 3727-BHL032417-GBD9127_12022-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACGAC

CCGGAACTTTTATTGGTGATGATCAAATCTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGTGCTCCAGACATGGTTTTCCCTCGAATAAA

TAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613165 Parachironomus sp.  water mite diet isolate 3730-BHL032417-GBD16444_18324-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

AACCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTATTCCCCCTTCTGTGACTCAGTCACTTTCTAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613166 Parachironomus sp.  water mite diet isolate 3732-BHL032417-GBD17509_4870-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCTTAACTTTTATTGGTTATGATCAAATTTACAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTCATAGT

TATCCCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATGAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAATTCAATCGTAGAAAATGGAGCTGGACCA

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613167 Parachironomus sp.  water mite diet isolate 3733-BHL032417-GBD26483_9107-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATTCTTATTCGAGCTGAATTAGGAC

AACCCGGAACTTTTATTGGTGACGATCAAATTTATATTGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACACTATTACGTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613168 Parachironomus sp.  water mite diet isolate 3740-BHL032417-GBD26010_7039-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATTCTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAACGTAATTGTAACGGCACATGCTTTTGTTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTGCTTTAACTCTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR288271, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613169 Parachironomus sp.  water mite diet isolate 3748-BHL032417-GBD27509_22760-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTCTAGGAATACTAATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGAAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACCCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613170 Parachironomus sp.  water mite diet isolate 3749-BHL032417-GBD25411_6150-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATTAGGAACAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATAGCTTTCCCTCGAA

TAAACAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTATTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613171 Parachironomus sp.  water mite diet isolate 3756-BHL032417-GBD24147_6284-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATACTTTATTTTCGGAGCTTGATCAGGAATAATAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTATTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613172 Parachironomus sp.  water mite diet isolate 3758-BHL032417-GBD25517_15019-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTTTATTTAATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTAACTCTTTTATTTGCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613173 Parachironomus sp.  water mite diet isolate 3759-BHL032417-GBD21502_2670-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATACTTATTCGAGCTAAATTAGGACG

ACCCAGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTGATATTAGGGGCTCCAGACATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACCCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613174 Parachironomus sp.  water mite diet isolate 3762-BHL032417-GBD15240_6354-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCAGAGT

TATACCAATTTTAATTGGAGGATTGGGAAATTGATTAGTTCCTCTAATATTAGGGGCGCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613175 Parachironomus sp.  water mite diet isolate 3767-BHL032417-GBD7217_18517-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGGACTTCTTTAAGTATACTTATTCGAGCTGAATTTGGACG

ACCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTCACGGCACATCCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTGATATTAGGAGCTCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613176 Parachironomus sp.  water mite diet isolate 3772-BHL032417-GBD17367_8346-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATCTTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTGCCTCTTTAAGAATACTTATTCGAGCTAAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTGTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCATTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613177 Parachironomus sp.  water mite diet isolate 3773-BHL032417-GBD29468_15962-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGACG

ACCAGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACGGCACATGCCTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCGTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613178 Parachironomus sp.  water mite diet isolate 3775-BHL032417-GBD28144_11738-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTAGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCAGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCACATGCTTTTAGTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTCCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613179 Parachironomus sp.  water mite diet isolate 3779-BHL032417-GBD23216_23570-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTCAGAATACTTATTCGAGCTGAATTAGGACG

AACCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAAGTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGTGCTCCAGACATGGCTTTCCCTCGAATA

AATAAAATAAGTTTTTGACGTCTTCCCCCTTCTTTGACTCCTTTACTCTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613180 Parachironomus sp.  water mite diet isolate 3782-BHL032417-GBD28487_15563-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAT

GACCCGGAACTTTTATTAGTGATGATCAAATTTACAATGTAATTGTAAATGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTAGGTGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613181 Parachironomus sp.  water mite diet isolate 3783-BHL032417-GBD14693_7725-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGAC

GACCGGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGCGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCATCTTTGACTCTTTTACTTTCTAATTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613182 Parachironomus sp.  water mite diet isolate 3784-BHL032417-GBD13427_22057-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCATTAAGAATATTTATTCGAGCTGAATTAGGAC

GACCAGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGACATAGCTTTCCCACGAA

TAAATAATATAAGATTTTGACTACTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613183 Parachironomus sp.  water mite diet isolate 3794-BHL032417-GBD14107_2605-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCTGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCATTTATTATAATTTTTTTCATATT

TATACCTATTTTAATTGGAGGATTTTGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAATTCAATTGTAGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613184 Parachironomus sp.  water mite diet isolate 3795-BHL032417-GBD29653_16440-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTGTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTAATCGAGCTGAATTAGGAC

GACCAGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAATAGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGTCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613185 Parachironomus sp.  water mite diet isolate 3796-BHL032417-GBD19017_25999-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACGA

CCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAAATGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGAGGCTCCAGACATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCGTTGACTCAGTTACTTTCTAGTACAATTGTAGAAAATGGAGCTGAAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613186 Parachironomus sp.  water mite diet isolate 3801-BHL032417-GBD10824_7293-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGTACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAACATAAGTTTTTGACTACTACCCCCTTCTTTGACACTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613187 Parachironomus sp.  water mite diet isolate 3802-BHL032417-GBD4133_16352-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATACTTTATTTTCGGAGCTTGATCAGGAATCGTAGGGACTTCATTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTCATTGGTGATGATCAAATTTACAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613188 Parachironomus sp.  water mite diet isolate 3810-BHL032417-GBD22168_3729-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGAAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTAAATTAGGAC

GACCCGGAACTTTTATTGGTGATGACCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCATCCCCCATCTTTGACTCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613189 Parachironomus sp.  water mite diet isolate 3811-BHL032417-GBD22856_17079-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATTCTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTAATATTAGGTGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCGGCCCCCTTCTTTGACTCTATTACTATCTAGTTCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613190 Parachironomus sp.  water mite diet isolate 3814-BHL032417-GBD14216_22086-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGGATAGTTGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCAGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACGTCTTCCCCCTTCTTTGACTCTGTTACTGTCTAGTACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613191 Parachironomus sp.  water mite diet isolate 3820-BHL032417-GBD19116_12733-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGCATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAACGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTACTTTGACACTTTTACAAGCTAGTGCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613192 Parachironomus sp.  water mite diet isolate 3823-BHL032417-GBD15731_3265-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGAATTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGTAACTTTTATTGGTTATGATCAAATTTACAATGTAATTGTAACGGCACATGCATTTATTATATTTTTTTTCATAGT

TATTCCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTGATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGACCA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613193 Parachironomus sp.  water mite diet isolate 3829-BHL032417-GBD8157_12859-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

AACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTACTTCCTTTTATATTAGGGGCTCCAGATATGGCTTTCCCTCGAA

TAAATAACATAAGTTTTTGACTTCTTCCCCCTTCTTTGACCCTTTTACTATCTAGTACAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613194 Parachironomus sp.  water mite diet isolate 3830-BHL032417-GBD24504_18130-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTGGAGCTTGATCAGCTATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACGA

CCCGGAACTTTTATTGGTAATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTTTATTACCAACTAGTACAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613195 Parachironomus sp.  water mite diet isolate 3834-BHL032417-GBD28396_13796-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGTCTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTGATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCGATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCG

AATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613196 Parachironomus sp.  water mite diet isolate 3836-BHL032417-GBD17031_4384-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGGAGGGACTTCTTTAAGAATACTTATTCGAGCTGAAGTAGGAC

GACCCTGTACTTTTATTGGTTATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATGGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGATT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613197 Parachironomus sp.  water mite diet isolate 3844-BHL032417-GBD19479_18216-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTCGGAGCTTGATCCTGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACGACCC

GGAACTTTTATTGGTGATAATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATAGCTTTCCCTCGAATAAATA

ATATAAGTTTTTGACTTCTACCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTAGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613198 Parachironomus sp.  water mite diet isolate 3846-BHL032417-GBD19353_13587-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGAGCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTAAATTAGGAC

GACCCAGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCTAA

TAAATAATATAAGTTTTTGGCTTCTTCCCCCTTCTTTGACACTTTTACAATCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613199 Parachironomus sp.  water mite diet isolate 3852-BHL032417-GBD7742_11983-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATACTTATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCAAGTTCAACTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613200 Parachironomus sp.  water mite diet isolate 3864-BHL032417-GBD10765_18498-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGTTGAATTAGGAC

GTCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCATCTTTGACTCTTTTACTTTCTAATGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613201 Parachironomus sp.  water mite diet isolate 3867-BHL032417-GBD20702_27006-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACAGTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTATTTAAGAATATTTATTCGAGATGAATTAGGA

CGACCCGAAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAATTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613202 Parachironomus sp.  water mite diet isolate 3868-BHL032417-GBD17172_19686-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTCGGAGCTTGATCAGAAATAGTAGGAACTTCTTTAAGAATGCTTGTTCGAGCTGAATTAGGACGACCC

GGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGAATAAATA

ATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTGCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613203 Parachironomus sp.  water mite diet isolate 3874-BHL032417-GBD25474_19054-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTGGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGGACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGATATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613204 Parachironomus sp.  water mite diet isolate 3886-BHL032417-GBD20871_20202-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGACTTCAATTAGGACG

ACCCGGAACTTTTATTGGTGATGTTCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTGATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCTTCATTGACTCTTTTACTTTCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613205 Parachironomus sp.  water mite diet isolate 3888-BHL032417-GBD15682_2414-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGACCTGAATTAGGAC

GACCCGTAACTTTTATTGTTTATGATCAAATTTACAATGTAATTGTATCGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAATTCAATTGTAGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613206 Parachironomus sp.  water mite diet isolate 3890-BHL032417-GBD11836_20232-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATACTTATTCGCGCTGAATTAGGAC

GACACGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TCAATAATATAAGGTTTTGACTTCTTCCCCCTTCTTTGACTCTGTTACTTTCTAGTAGAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613207 Parachironomus sp.  water mite diet isolate 3892-BHL032417-GBD16510_5329-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTCTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTAATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTACTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACCCTTTTTCTTTCTAGTTCCATTGTAGAAAATGGCGCTGGAAC

CGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613208 Parachironomus sp.  water mite diet isolate 3897-BHL032417-GBD21156_27771-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACTTCTTTTAGAATATTTATTCGAGCTGAATTTGGACGA

CCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCTTTAACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR687306, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613209 Parachironomus sp.  water mite diet isolate 3904-BHL032417-GBD25519_11150-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATACTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGACTCCAAGCATGACCTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613210 Parachironomus sp.  water mite diet isolate 3905-BHL032417-GBD24832_19465-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTATGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTACCGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGTGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTTTTCCCCCTTCTTTGACGCTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613211 Parachironomus sp.  water mite diet isolate 3906-BHL032417-GBD25976_23005-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTCTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCAGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTCAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGAGTTCTTCCCCCTTCTCTGACTCTTTTACTTTCTAGTGCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613212 Parachironomus sp.  water mite diet isolate 3907-BHL032417-GBD7669_21626-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGGATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

AAACCGGGACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTGTTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACTCTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613213 Parachironomus sp.  water mite diet isolate 3909-BHL032417-GBD20104_11560-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAACTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATAATAATTTTTTTCATAG

TTATACCTATTTTAATCGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCATCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTATTACTTTCTAGTTCAATTGTAGGAAATGGAACTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613214 Parachironomus sp.  water mite diet isolate 3911-BHL032417-GBD15206_9224-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGAATACTCATTCGAGCTGAATTAGGACGACCC

GGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTATTACAGCACATGCTTTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATAAATA

ATATAAGTTTTTGACTACTTCCCCCTTCTTTGACTCTTTTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613215 Parachironomus sp.  water mite diet isolate 3913-BHL032417-GBD11488_4621-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTTAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACGGCACATGCATTTATTATAATTTTTTTCATTG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAC

TAAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTGCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613216 Parachironomus sp.  water mite diet isolate 3916-BHL032417-GBD5180_17279-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGCCTTCTTTAAGAATCTTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAAGGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTGTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613217 Parachironomus sp.  water mite diet isolate 3918-BHL032417-GBD28567_20632-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTAGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTAGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGTCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTGTTTGACTTCTACCCCCTTCTTTGACTCAGTTACTTGCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613218 Parachironomus sp.  water mite diet isolate 3919-BHL032417-GBD27792_17455-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTTTTCCCCATTCTGTGACACTATTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613219 Parachironomus sp.  water mite diet isolate 3922-BHL032417-GBD22120_24518-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGGGATGATCAAATTTACAATGTAATTGTAACGGCACATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATCGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACCATCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613220 Parachironomus sp.  water mite diet isolate 3927-BHL032417-GBD6320_12944-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTAAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCCCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGGCTTCTTCCCCCTCCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613221 Parachironomus sp.  water mite diet isolate 3928-BHL032417-GBD19674_27553-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATATTTATTCGAGCTGAATTAGGACA

ACCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGTAGTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613222 Parachironomus sp.  water mite diet isolate 3931-BHL032417-GBD15644_3949-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGAAGGGACTTCTTTAAGAATACTAATTCGAGCTGAAGTAGGAC

GACCCTTAACTTTTATTGGTGATGATCAAATTTACAATGGAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGACATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613223 Parachironomus sp.  water mite diet isolate 3934-BHL032417-GBD15006_2748-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTCTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCTTAACTTTTATTGGTGATGATCAAATTTACAATGTAATTTTAACGTCACATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCTCCTTCTTTGACTCTTTCACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGACCA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613224 Parachironomus sp.  water mite diet isolate 3935-BHL032417-GBD9040_17617-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGACGACC

CGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTTATA

CCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATAAAT

AATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACACTTTTACAATCTAGTGCAATAGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613225 Parachironomus sp.  water mite diet isolate 3941-BHL032417-GBD15110_6844-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATCTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTTAGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGCAATTGTAACGGCATATGCTTTTATTATAATTTTTTTCATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGTGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTGCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613226 Parachironomus sp.  water mite diet isolate 3944-BHL032417-GBD6432_13531-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCATTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTTATATTTGGAGCTCCAGACATAGCTTCCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTAGTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613227 Parachironomus sp.  water mite diet isolate 3946-BHL032417-GBD11480_7702-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATTTTTATTCGAGCTGAATTAGGAC

GACCCGGCACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGTGGTTTTGGAAATTGATTAGTTCCTCTTATATTAGGTGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACACTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613228 Parachironomus sp.  water mite diet isolate 3961-BHL032417-GBD3120_11436-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACATCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGATATTGATTAGTTCCTTTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613229 Parachironomus sp.  water mite diet isolate 3962-BHL032417-GBD27116_20434-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTCGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACGA

CCCGGAACATTTATTGGTGATGATCAAATTTACAATGTAATTGTTACCGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTCTAATATTAGGAGCTCCAGACATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613230 Parachironomus sp.  water mite diet isolate 3968-BHL032417-GBD16676_15191-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCTTCTTATATTAGGTGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTAACACTTTTACATTCTATTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613231 Parachironomus sp.  water mite diet isolate 3972-BHL032417-GBD24669_20577-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGGACTTCTTTAAGTATACTTATTCGAGCTGAACTAGGACGACCT

GGAACTTTTATTGGTGATGATCAAATTTACAACGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATAAATA

ATATAAGTTTTTGACTACTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613232 Parachironomus sp.  water mite diet isolate 3976-BHL032417-GBD19868_14617-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTCGATCAGGAATAGTAGGGACTTCTGTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTCATAG

TTATGCCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613233 Parachironomus sp.  water mite diet isolate 3977-BHL032417-GBD21259_8255-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACACGGAACTTTTATTGGTGATGATCAAATTTACATTGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTATGAGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCGTCTTTGACTCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613234 Parachironomus sp.  water mite diet isolate 3981-BHL032417-GBD22991_7886-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAATAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTCTTATATTAGGAGCTCCAGACATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTCTGACTCTTGTACTTTCTAGTTCAATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613235 Parachironomus sp.  water mite diet isolate 3984-BHL032417-GBD14970_4297-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCATTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGAGATGACCAATTTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCTGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613236 Parachironomus sp.  water mite diet isolate 3985-BHL032417-GBD16863_19947-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACATTATTTTTGGGGCTTGATCCGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACGACCC

GGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGAATTTGATTAGTTCCTCTTGTATTAGGGGCTCCAGACATGGCTTTCCCTCGAATAAATA

ATATAAGTTTTTGACTTCCTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613237 Parachironomus sp.  water mite diet isolate 3997-BHL032417-GBD12397_23005-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTAAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAATTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAC

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTGTTACTTTCTCGTTCAATAGTAGAAAATGGAGCTGAAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613238 Parachironomus sp.  water mite diet isolate 4010-BHL032417-GBD23625_6033-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGACTAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTATGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATGCCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCAGTGACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613239 Parachironomus sp.  water mite diet isolate 4020-BHL032417-GBD17189_4756-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGTAACTTTTATTGGTGATGATCAAATTTACAATGGAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGCA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTTCTTTCTAGTTCAATAGTCGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613240 Parachironomus sp.  water mite diet isolate 4023-BHL032417-GBD25514_20008-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGTATATTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGTCG

ACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTATAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGTAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTGACTCTATTACTTTCTAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613241 Parachironomus sp.  water mite diet isolate 4026-BHL032417-GBD14382_26380-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATTGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCCGACCTGGCCTTCCCTCCAAT

AAATAATATAAGTTTTTTACCTCTTCCCCCTTCTTTGACCCCTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613242 Parachironomus sp.  water mite diet isolate 4032-BHL032417-GBD13268_5428-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGGATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGTGGGTTTGGAAATTGACTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613243 Parachironomus sp.  water mite diet isolate 4033-BHL032417-GBD15570_2825-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATTATCAAATTTACAATATAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAACTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTCGAAACTG

Using NCBI BLASTN in June 2018, this sequence was 98.1% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613244 Parachironomus sp.  water mite diet isolate 4035-BHL032417-GBD7417_17270-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTTAGAATATTTATTCGAGCTGAATTATGACG

ACCCGGAAAATTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613245 Parachironomus sp.  water mite diet isolate 4037-BHL032417-GBD17621_22781-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACGTATTCGAGCTGAATTAGGAC

GACCCGGACCTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTCTGATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAGTATAAGTTTTTGACTACTTCCCCCTTCTTTGACCCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613246 Parachironomus sp.  water mite diet isolate 4039-BHL032417-GBD6554_23617-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTTAGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATATTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613247 Parachironomus sp.  water mite diet isolate 4045-BHL032417-GBD8606_18882-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTGTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGCA

TAAATAGTATAAGGTTTTGTCTTCTTCCCCCTTCTTTGACTCTTTCACTTTCTAGTAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613248 Parachironomus sp.  water mite diet isolate 4046-BHL032417-GBD29035_12187-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATCTTTTATTTTCGGAGCTTGTTCAGGATTAGTAGGGACTTCTTTAAGCATACTTATTCGAGCTGACTTAGGACG

ACCCGGAACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613249 Parachironomus sp.  water mite diet isolate 4047-BHL032417-GBD21075_14841-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTCTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTAAGAATACTTATTCGAGCTGAATTAGGAC

GGCCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGACTTCTACCCCCTTCTTTGACTCTTTTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613250 Parachironomus sp.  water mite diet isolate 4048-BHL032417-GBD16421_2822-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACGATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCTTAACTTTTATTGGTGATGATCAAAGTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCAAGACATGGCTTTCCCTCGAAT

AAATAATATTAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGCGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613251 Parachironomus sp.  water mite diet isolate 4058-BHL032417-GBD21765_10613-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACCTATTCGAGCTATATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGACTCCAGACATGACTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTATTACTTTCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613252 Parachironomus sp.  water mite diet isolate 4063-BHL032417-GBD13653_5743-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTGAGAATACTTATTCGAACTGAATTAGGAC

GACCCTGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGCAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGCGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613253 Parachironomus sp.  water mite diet isolate 4066-BHL032417-GBD24635_12009-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTAAATTAGGACG

ACCCGGAACTTTTATTGGTAATGATCAAATTTACAATGTAATTGTAAGGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGTGTCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCTCCTTCTTTGACTCTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613254 Parachironomus sp.  water mite diet isolate 4068-BHL032417-GBD10192_3084-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACGA

CCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAAGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAAAAAAGGCTTTCCCTCGAAAAA

ATAAAAAAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAAATGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613255 Parachironomus sp.  water mite diet isolate 4071-BHL032417-GBD2675_13463-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGATTTCCCTCGAG

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTGACTCTTTTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613256 Parachironomus sp.  water mite diet isolate 4072-BHL032417-GBD12239_17231-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCCGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTCATTGGTGATGATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCAGACATGCCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTTTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613257 Parachironomus sp.  water mite diet isolate 4096-BHL032417-GBD9804_2813-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGTGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613258 Parachironomus sp.  water mite diet isolate 5573-BHL032417-GBD24416_5696-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613259 Parachironomus sp.  water mite diet isolate 5787-BHL032417-GBD16942_12182-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTCACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTGTAACACTTTTACGATCTAGTTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613260 Parachironomus sp.  water mite diet isolate 5791-BHL032417-GBD13141_24236-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGCACACTTATTTGAGCTGAATTAGGAC

TACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTCCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTATCTAGTTGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613261 Parachironomus sp.  water mite diet isolate 5821-BHL032417-GBD13484_4371-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTAAATTAGGAC

GACCCGTAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCCCCTGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613262 Parachironomus sp.  water mite diet isolate 5872-BHL032417-GBD7110_20913-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGTGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGAAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGACTCCAGACATGGCTTTCCCTCGAA

TAAATAATAAAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTACAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613263 Parachironomus sp.  water mite diet isolate 6094-BHL032417-GBD14378_14592-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCCTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGAGGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTGTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613264 Parachironomus sp.  water mite diet isolate 6104-BHL032417-GBD21262_6348-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAT

GACCTGGAACTTTTATTGGTGATGATCTAATTTACAATGTAATTGTAACGGCACATGCTTTTATCATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGTTCCAGACATGGCTTTCCCTAGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTATTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613265 Parachironomus sp.  water mite diet isolate 6298-BHL032417-GBD8455_5932-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

AACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGATATAGCTTTGCCTCGAA

TAAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACTCTTTTATTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613266 Parachironomus sp.  water mite diet isolate 8415-BHL101416-GBD10623_6632-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613267 Parachironomus sp.  water mite diet isolate 12054-BHL040517-GBD10623_6632-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613268 Paracladopelma sp. water mite diet isolate 1950-BHL022317-GBD28408_20973-Ldc91 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACTTTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAG

CAGAATTAGGACGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTTACAGCCCACGCATTTATTATA

ATTTTTTTCATAGTAATACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTTCCTCTAATACTAGGGGCTCCTGATATA

GCATTCCCTCGAATAAATAATATAAGATTTTGATTTCTTCCCCCATCCCTTACCCTTCTGCTTTCAAGATCAATTGTAGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID JF412134, identified in GenBank as 

Paracladopelma camptolabis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW613269 Paracladopelma sp. water mite diet isolate 8283-BHL040517-GBD7086_25275-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATTTATAATGTACTTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGGTTCGGAAATTGACTTGTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTCTGATTACTCCCTCCTTCTCTATCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR620938, identified in GenBank as 

Paracladopelma sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613270 Paratanytarsus natvigi water mite diet isolate 13191-BHL040517-GBD27634_8921-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAGAACTAGGTCAC

CCTGGAACATTTATTGGAGATGATCAAATCTGTAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATAA

ATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTACTATCAAGAAGATTAGTGGAAAATGGGGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KT100941, identified in GenBank as 

Paratanytarsus natvigi. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613271 Paratanytarsus natvigi water mite diet isolate 13389-BHL040517-GBD15420_14852-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGGCAC

CCTGGAACATTTATTGGAGATAATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGAAATTGACTTGTTCCTTTAATATTAGGAGCTCCCGATACAGCTTTTCCCCGTATAA

ATAACATAAGTTTTTGATTACTACCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KT100941, identified in GenBank as 

Paratanytarsus natvigi. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613272 Paratanytarsus sp. water mite diet isolate 541-BHL040517-GBD25919_9070-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGAGCAGGAATAATCGGAACATCCTTAAGAATATTAATTCGAGCTAAATTATCAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTTAT

AGTAATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCG

TATAAATAATATAAGATTTTGATTACTTCCCCCATCTTTAACCCTTCTACTATCAAGAAGATTAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613273 Paratanytarsus sp. water mite diet isolate 567-BHL040517-GBD15165_16178-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAGGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613274 Paratanytarsus sp. water mite diet isolate 1148-BHL110116-GBD23558_11346-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACC

CAGGCCCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAA

TAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613275 Paratanytarsus sp. water mite diet isolate 1152-BHL110116-GBD17772_15423-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAGTATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613276 Paratanytarsus sp. water mite diet isolate 1210-BHL110116-GBD18571_15945-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCCGAATTAGGGC

ACCCTGAAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGTAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAATA

AATAATATAAGTTTTTGATTACTTCCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613277 Paratanytarsus sp. water mite diet isolate 1812-BHL101516-GBD17262_13150-Ldc86 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGGTTTGGGAATTGATTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCATTCCCTCGAAT

AAATAACATAAGTTTTTGATTACTTCCCCCGTCTTTAACTTTACTATGATCTAGAACACTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613278 Paratanytarsus sp. water mite diet isolate 2460-BHL072216-GBD9803_7326-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTACCACCATCTTTAACTTTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613279 Paratanytarsus sp. water mite diet isolate 2981-BHL032417-GBD24973_24017-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAAT

GAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCTCCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613280 Paratanytarsus sp. water mite diet isolate 2993-BHL032417-GBD12052_20125-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACG

CCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAA

TAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR743912, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613281 Paratanytarsus sp. water mite diet isolate 3167-BHL032417-GBD23256_22270-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTTTTTTTGGAGCTTGATCAGGTGTAGTAGGAACTTCTTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTGATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613282 Paratanytarsus sp. water mite diet isolate 3195-BHL032417-GBD6112_12134-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATGGCTTTTCCACG

AATAAATAATATAAGATTTTGATTATTACCCCCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613283 Paratanytarsus sp. water mite diet isolate 4524-BHL032417-GBD3673_14600-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACATCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCCCCGTCGTTAACTTTATTATTATCTAGCCCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613284 Paratanytarsus sp. water mite diet isolate 4537-BHL032417-GBD21832_23477-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTTGGTGCCTGATCAGGATTAGTAGGAACTTCCCTATGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATTCCTATTTTACTTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATAAAAGATTTTGACTTCATCCCCCCTCTTTAACTCGTTTACATTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613285 Paratanytarsus sp. water mite diet isolate 4538-BHL032417-GBD9580_6618-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCATGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCTGAACTAGGACTTCCT

GGAACTTTTATTGGAGATGACCAAATTTGTAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTAATGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTCGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613286 Paratanytarsus sp. water mite diet isolate 4542-BHL032417-GBD20230_2557-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCATGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613287 Paratanytarsus sp. water mite diet isolate 4545-BHL032417-GBD12262_9256-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATTTTAATTCGAGCTGAACTAG

GACATCCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTATTTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCTATAACTCTATTACTGTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613288 Paratanytarsus sp. water mite diet isolate 4549-BHL032417-GBD21878_4613-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGCACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTGCTGCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613289 Paratanytarsus sp. water mite diet isolate 4554-BHL032417-GBD10085_7218-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATTTTAATTCGAGTTGAATTAGGACA

TCCTGGAACTTTTATTGGAGATGTCCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGTGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613290 Paratanytarsus sp. water mite diet isolate 4568-BHL032417-GBD20655_4474-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTACCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCCTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR294834, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613291 Paratanytarsus sp. water mite diet isolate 4570-BHL032417-GBD28336_9727-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATATTATTTCAAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613292 Paratanytarsus sp. water mite diet isolate 4580-BHL032417-GBD24373_15821-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCACTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGTAGCCCCAGATACAGCTTTTCCTCGAAT

AAATAATATAAGTTTTGGACTTCGCCCCCCATCTTTAACTCTTCTTCATTCTAGTTCATGTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613293 Paratanytarsus sp. water mite diet isolate 4581-BHL032417-GBD7966_7215-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTTTTACTATCTAGCACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613294 Paratanytarsus sp. water mite diet isolate 4591-BHL032417-GBD21397_13674-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTAGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTT

ATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTATTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613295 Paratanytarsus sp. water mite diet isolate 4592-BHL032417-GBD9277_6040-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGACCCAGATATAGCTTTTCCTCGAAT

AAATAAGATAAGATTTTGACTTAATCCCACCTCTTTAACGCGTTGACGGTCAAGGAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613296 Paratanytarsus sp. water mite diet isolate 4597-BHL032417-GBD9011_5618-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCTCG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCATTAACCCTACTACTATCAAGAATAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613297 Paratanytarsus sp. water mite diet isolate 4603-BHL032417-GBD4853_15715-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTCG

GTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTAT

AGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTTGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613298 Paratanytarsus sp. water mite diet isolate 4606-BHL032417-GBD26974_13014-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACATCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGTAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613299 Paratanytarsus sp. water mite diet isolate 4611-BHL032417-GBD20272_22770-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTCG

GACATCCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGTCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613300 Paratanytarsus sp. water mite diet isolate 4628-BHL032417-GBD25745_20821-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCCGATAAAGCTTTTCCCCGAAA

AAATAAAAAAAGATTTTGACTTATTCCCCCCTCTCTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613301 Paratanytarsus sp. water mite diet isolate 4629-BHL032417-GBD8732_17947-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCATTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTATTACCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613302 Paratanytarsus sp. water mite diet isolate 4640-BHL032417-GBD22334_9334-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATTACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTACTACCACCATCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613303 Paratanytarsus sp. water mite diet isolate 4642-BHL032417-GBD16212_20595-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTC

GGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTT

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613304 Paratanytarsus sp. water mite diet isolate 4644-BHL032417-GBD17588_16726-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGAACTGTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCGAATA

AATAACATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTTCTATCAAGAAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613305 Paratanytarsus sp. water mite diet isolate 4649-BHL032417-GBD10917_25849-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACAACCTGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGACTATTTCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCT

AATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613306 Paratanytarsus sp. water mite diet isolate 4653-BHL032417-GBD15194_24405-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTTGGAACTTCCTTAAAAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCTTTAATATTAGGAGCCCCTGATATAGCCTTTCCTCG

AATAAATAATATAAGATTCTGACTACTTCCCCCCTCTTTAACTCTTCTTCTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613307 Paratanytarsus sp. water mite diet isolate 4655-BHL032417-GBD10414_11658-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGTCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTTTTCCCCCCTCTTTAACCCTATTACCATCAAATAGAATAGCGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613308 Paratanytarsus sp. water mite diet isolate 4656-BHL032417-GBD13555_9360-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGATCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGTGCTCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACCCTTTTAATTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613309 Paratanytarsus sp. water mite diet isolate 4657-BHL032417-GBD11930_15262-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGCACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTACTACCCCCCTCATTAACCCTTCTACTATCGAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613310 Paratanytarsus sp. water mite diet isolate 4668-BHL032417-GBD12842_7569-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTTATTTTCGGTGCTTGATCAGTAATAGTAGGAACTTCCTTAAGTATATTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCG

AATAAATAATATAAGATTTTGACTACTTCCCCCATCTTTAACCCTTTTACTATCAAGAAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613311 Paratanytarsus sp. water mite diet isolate 4670-BHL032417-GBD24948_23482-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCG

GACATCCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCCTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613312 Paratanytarsus sp. water mite diet isolate 4671-BHL032417-GBD10786_17623-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCAGAACTA

GGACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTGATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613313 Paratanytarsus sp. water mite diet isolate 4672-BHL032417-GBD22380_15426-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGTTTGATCAGGAATAGTAGGAACTTCCCTACGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACGTCCCCCCTCTTTAACACATTTACATGCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613314 Paratanytarsus sp. water mite diet isolate 4673-BHL032417-GBD5078_9666-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGAAA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTTTGACTACGTCCCCCCTCTTTAACTCTTTTTCAATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613315 Paratanytarsus sp. water mite diet isolate 4675-BHL032417-GBD19005_21589-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGTACTTCTTTAAGAATATTAATTCGAGCTGAACTAGGACA

CCCTGGAACTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

GATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613316 Paratanytarsus sp. water mite diet isolate 4676-BHL032417-GBD2217_12808-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGGTCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAAAATTAGGGGCCCCAGATACAGCTTTTCCCCGAA

TAAATAACATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613317 Paratanytarsus sp. water mite diet isolate 4677-BHL032417-GBD24948_14592-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGAAT

AAATAATATAAGTTTTGGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613318 Paratanytarsus sp. water mite diet isolate 4681-BHL032417-GBD21943_14308-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTTATTTTTGGTGTCTGATCAGGAATAGTTGGAACTTTCCTTAGAATATTAATTCGAGCTGAACTAG

CACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACACTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613319 Paratanytarsus sp. water mite diet isolate 4683-BHL032417-GBD26516_14485-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATACTTCACTTTTGGTGCCTGATCAGGAATAGTAGGTACTTCCCTAAGAATATTAATTCGAGCTGAACTCGGACA

TCCTGGATCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCGTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613320 Paratanytarsus sp. water mite diet isolate 4692-BHL032417-GBD22308_7733-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTCGGAACTTCCTTAAGTATATTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613321 Paratanytarsus sp. water mite diet isolate 4693-BHL032417-GBD10503_22645-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAG

CACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGACTATTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613322 Paratanytarsus sp. water mite diet isolate 4696-BHL032417-GBD14864_6893-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAACTCG

GACATCCTGGATCTTTTATTGAAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613323 Paratanytarsus sp. water mite diet isolate 4697-BHL032417-GBD21498_22261-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGCTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGAGTTAGACTTCTTCCCCCCACTGTAACTCAGGTACTTGCAAGTAGAAGAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613324 Paratanytarsus sp. water mite diet isolate 4702-BHL032417-GBD25818_8070-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACA

CCCTGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTTTTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTCTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613325 Paratanytarsus sp. water mite diet isolate 4705-BHL032417-GBD24700_5976-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATGGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGGCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTATTACTATCAAGCAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613326 Paratanytarsus sp. water mite diet isolate 4706-BHL032417-GBD20035_6545-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCTGGAATAGTCGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTACTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTACCCCCCTCATTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613327 Paratanytarsus sp. water mite diet isolate 4708-BHL032417-GBD3587_12208-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTCCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613328 Paratanytarsus sp. water mite diet isolate 4711-BHL032417-GBD20660_2444-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTACTACCCCCATCTTTAACTCGATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613329 Paratanytarsus sp. water mite diet isolate 4714-BHL032417-GBD27571_13610-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGTC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTACCTCTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR294834, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613330 Paratanytarsus sp. water mite diet isolate 4715-BHL032417-GBD26604_17048-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCCTAAGTATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTGTGACTACTTCCCCCCTCTTTAACTCTTGTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613331 Paratanytarsus sp. water mite diet isolate 4716-BHL032417-GBD15690_24459-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCAGAATTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTCTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613332 Paratanytarsus sp. water mite diet isolate 4717-BHL032417-GBD7711_9028-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGTAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTGCCTCCCTCTTTAACTTTATTACTGTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR285045, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613333 Paratanytarsus sp. water mite diet isolate 4718-BHL032417-GBD20064_8555-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTTATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTGTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613334 Paratanytarsus sp. water mite diet isolate 4719-BHL032417-GBD25530_11795-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTTATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTGCCTTTAATATTAGGAGTCCCAGACATAGCTTTCCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613335 Paratanytarsus sp. water mite diet isolate 4721-BHL032417-GBD11148_13689-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGCTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTCTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACACTTTTACTAGCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613336 Paratanytarsus sp. water mite diet isolate 4723-BHL032417-GBD5946_20496-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATTTTAATTCGAGCTGAACTAGGACA

TCCTGGATCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613337 Paratanytarsus sp. water mite diet isolate 4727-BHL032417-GBD9563_23196-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAGCATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATACATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCATCTTTAACCCTTTTACTATCAAGAAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613338 Paratanytarsus sp. water mite diet isolate 4728-BHL032417-GBD21138_11141-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTCATTTTTGGTGCTTGATCAGGTATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTGATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTATTACTATCAAGTAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613339 Paratanytarsus sp. water mite diet isolate 4731-BHL032417-GBD13070_26867-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCATAGTA

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTTGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACACTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613340 Paratanytarsus sp. water mite diet isolate 4732-BHL032417-GBD18703_5051-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCAGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTTCTTTCAAGCACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613341 Paratanytarsus sp. water mite diet isolate 4733-BHL032417-GBD24455_9158-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTGATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCTTTAATATTAGGAGTCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613342 Paratanytarsus sp. water mite diet isolate 4743-BHL032417-GBD25833_8180-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTAAACTAGG

ACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCTAGTAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR293963, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613343 Paratanytarsus sp. water mite diet isolate 4744-BHL032417-GBD13076_8748-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAATAGGAACTTCTCTAAGAATATTAATTCGAGCTAAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613344 Paratanytarsus sp. water mite diet isolate 4748-BHL032417-GBD15747_10073-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCTTGATCTGGTATAGTAGGAACTTCCTTAAGTATATTAATTCGAGCTGAACTTG

GACATCCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613345 Paratanytarsus sp. water mite diet isolate 4749-BHL032417-GBD5944_20475-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTA

GGACATCCTGGAACTTTTATTGGAGACTACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGGGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613346 Paratanytarsus sp. water mite diet isolate 4750-BHL032417-GBD12384_26542-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCCAAT

AAAAAATATAAGATTTTGACCTCCTCCCCCCTCTTTAACCCCTTTTCCTTCCAGTAGAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613347 Paratanytarsus sp. water mite diet isolate 4752-BHL032417-GBD8288_24019-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGGATAGTAGGAACTTCCTTAAGTATATTAATTCGAGCTGAACTAG

GACAACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTCTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCCGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613348 Paratanytarsus sp. water mite diet isolate 4753-BHL032417-GBD27914_21157-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGCGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTGCTTCCCCCCGCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR295226, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613349 Paratanytarsus sp. water mite diet isolate 4755-BHL032417-GBD24071_11980-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATTTTAATTCGAGCTGAATTAGGACATC

CTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAATAAA

TAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTCTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613350 Paratanytarsus sp. water mite diet isolate 4756-BHL032417-GBD28353_9605-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGA

CACCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTACCTTTAATACTAGGAGCCCCAGATATAGCTTTTCCCCGA

ATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR294834, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613351 Paratanytarsus sp. water mite diet isolate 4757-BHL032417-GBD3773_16835-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTCATTTTTGGTGCCTGATCAGGAATAGTCGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGTTTTGGGAACTGACTTCTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTATCAAGAAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613352 Paratanytarsus sp. water mite diet isolate 4761-BHL032417-GBD3639_10940-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTCTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR293963, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613353 Paratanytarsus sp. water mite diet isolate 4768-BHL032417-GBD26557_12918-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGTATATTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCGTTGACGTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613354 Paratanytarsus sp. water mite diet isolate 4774-BHL032417-GBD7988_14469-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGTATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGGCCAAATTTATAATATAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGACTGTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTTTTACTGTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613355 Paratanytarsus sp. water mite diet isolate 4775-BHL032417-GBD8741_3484-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCG

GATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTTTTACTTTCAAGAAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613356 Paratanytarsus sp. water mite diet isolate 4779-BHL032417-GBD15754_11501-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGATTACTTCCCCCCTCTTTAACTCTTTTTCTTTCAAATAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613357 Paratanytarsus sp. water mite diet isolate 4781-BHL032417-GBD22510_23878-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGGGCCTGATTAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAG

GTCATCCTGGAATTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613358 Paratanytarsus sp. water mite diet isolate 4785-BHL032417-GBD6235_20731-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTATTTAACTCTATTACTATCAGGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613359 Paratanytarsus sp. water mite diet isolate 4787-BHL032417-GBD23418_23952-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCAGAACTAGGAC

ATCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGACTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAACATAAGATTTTGACTACTTCCCCCATCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613360 Paratanytarsus sp. water mite diet isolate 4790-BHL032417-GBD21429_17552-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTTATTCGAGCGGAACTAG

GATATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613361 Paratanytarsus sp. water mite diet isolate 4791-BHL032417-GBD28538_16275-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGTTTTGGAAATTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACTTTCAAGTACTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613362 Paratanytarsus sp. water mite diet isolate 4794-BHL032417-GBD4608_8729-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAACATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAAATGATTATTGACTTTAATATTAGGAGCCCCCGATATAGCTTTTCATCGAAT

AAAAAAAAAAAGATTTTGACCTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613363 Paratanytarsus sp. water mite diet isolate 4798-BHL032417-GBD23620_15367-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGCATAGTAGGCACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTAGAACCTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATCGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613364 Paratanytarsus sp. water mite diet isolate 4804-BHL032417-GBD25768_15943-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAACTAGGACATCCT

GGTACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613365 Paratanytarsus sp. water mite diet isolate 4805-BHL032417-GBD4077_15306-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCCTTATATTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGTTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGGACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTTCTTCTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613366 Paratanytarsus sp. water mite diet isolate 4809-BHL032417-GBD4289_19193-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCGGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTGATATTAGGAGCTCCAGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACCCTTTTACTATCAAGAAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613367 Paratanytarsus sp. water mite diet isolate 4811-BHL032417-GBD16270_25385-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTTGGTGCCTGATCAGGAATAATAGGAATTTCCTTAAGATTATTATTTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGTTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613368 Paratanytarsus sp. water mite diet isolate 4812-BHL032417-GBD18754_10753-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTTATTTTTGGTGTCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTATTGTCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTCTGACTTCTACCCCCCTCTCTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613369 Paratanytarsus sp. water mite diet isolate 4813-BHL032417-GBD16493_14746-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGTAAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTCTACTTTCTAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR293963, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613370 Paratanytarsus sp. water mite diet isolate 4814-BHL032417-GBD20325_7083-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAT

GACATCCTGGAACTTTTATTGGAGATTACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATACTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCAGCTTTAACTCTATTATTTTCAAGTACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613371 Paratanytarsus sp. water mite diet isolate 4816-BHL032417-GBD28482_16549-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTTATTCGGGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATATAATTGTTACAGCTCATGCATTTACTATAATTTTCTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613372 Paratanytarsus sp. water mite diet isolate 4819-BHL032417-GBD21242_20318-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATTTTAATTCGAGCTGAACTCGGTCA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAGTG

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCGTCATTAACTTTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613373 Paratanytarsus sp. water mite diet isolate 4821-BHL032417-GBD16066_8982-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAT

TAAATAATATAAGATTTTTACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR294834, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613374 Paratanytarsus sp. water mite diet isolate 4824-BHL032417-GBD9277_8212-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGCACTTCTCTAAGAATTTTAATTCGAGCAGAATTAGGACAT

CCTGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613375 Paratanytarsus sp. water mite diet isolate 4828-BHL032417-GBD9341_20031-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGTACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTCTGACTACTTCCCCCTTCTTTAACTCTTTTACTTTCAAGAAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613376 Paratanytarsus sp. water mite diet isolate 4836-BHL032417-GBD19482_11574-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTGTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGTAATTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACATCATCCCCCCTCTTTAACACGGTTCCGTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613377 Paratanytarsus sp. water mite diet isolate 4840-BHL032417-GBD19956_11498-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGTATAGTAGGAACTTCCTTAAGAATATTTATTCGAGCTGAACTAG

GACATCCTGGATCTTTTGTTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCCTTAACCCTATTACCAACAAGTAGAATAGCGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613378 Paratanytarsus sp. water mite diet isolate 4843-BHL032417-GBD25535_19733-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATACTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTGCCTCGAAT

AAATAATATAAGATATTGACTTCGTCCCCCCTCTTTAACACGAATACTGTCAAGTACAATAGTGGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613379 Paratanytarsus sp. water mite diet isolate 4847-BHL032417-GBD26843_21046-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACCTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAAATGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAAAATAAGATTTTGACTTCTTCCCCCCGCTTTAACTCGATTACAATCAAGTAGAATAGTTGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613380 Paratanytarsus sp. water mite diet isolate 4848-BHL032417-GBD14881_17005-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTCCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGAAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACATCATCCAACCGCTTTAACACTTTGACGTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613381 Paratanytarsus sp. water mite diet isolate 4850-BHL032417-GBD9340_8669-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGTACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGTCA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGAAACAGCTTTTCCTCGAATA

AATGATATAAGATTTTGACTTCCTCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613382 Paratanytarsus sp. water mite diet isolate 4855-BHL032417-GBD23616_13007-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTTGGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTGCCTCGAAT

AAATAATATAAGAAATTGACTTCTTCCCCCCGCGTTAACACGATTACTGGCAAGTAGAAGAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613383 Paratanytarsus sp. water mite diet isolate 4858-BHL032417-GBD23118_6384-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCTGAGCTAGGCC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAG

AAATAATATAAGATTTTGACTTCTTCCCCCCGCTTTAACACGATTACTTGCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613384 Paratanytarsus sp. water mite diet isolate 4859-BHL032417-GBD27256_14557-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR294834, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613385 Paratanytarsus sp. water mite diet isolate 4861-BHL032417-GBD18761_23329-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATTGTT

ATACCTATTTTAATTGGAGGATTTGTGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGACTGCTGCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613386 Paratanytarsus sp. water mite diet isolate 4862-BHL032417-GBD16694_12100-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCTCAGATATATCTTTTCCTCTAAT

AAATAATATAAGATTTTGACTTCATCAACCCTCTTTAACACTGTTACGTACAAGTAGAATAGTGCAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613387 Paratanytarsus sp. water mite diet isolate 4863-BHL032417-GBD4710_22519-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTCG

GACACCCTGGTACTTTTATCGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATAATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613388 Paratanytarsus sp. water mite diet isolate 4866-BHL032417-GBD21209_22280-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATATTTCATTTTTGGTGCCTGCTCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCTGAACTAGG

ACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTACTTCCCCCCTCTGTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR293963, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613389 Paratanytarsus sp. water mite diet isolate 4867-BHL032417-GBD17319_8263-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGTATTTGGCAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCACTCTGTAACACGGTTACTGACAAGTAGAATAGTGCAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613390 Paratanytarsus sp. water mite diet isolate 4869-BHL032417-GBD3270_14678-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATGCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTGATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTATTACTTTCAAGTACACTAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613391 Paratanytarsus sp. water mite diet isolate 4872-BHL032417-GBD13939_16841-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCGCTAAGAATATTAATTCGAGCTGAACTAGG

ACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTCTAATATTAGGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTACTACCCCCATCTCTTACTTTATTACTTTCAAGAAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR293963, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613392 Paratanytarsus sp. water mite diet isolate 4880-BHL032417-GBD24290_9268-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATATTAATTCGAGTTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCATTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613393 Paratanytarsus sp. water mite diet isolate 4881-BHL032417-GBD27467_10753-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTCATTTTTGGTGCCTGAGCAGGAATAGTAGGCACTTCCCTAAGAATGTTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCGCTTTAACCCTTTTACTATCAAGTAGAACAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613394 Paratanytarsus sp. water mite diet isolate 4882-BHL032417-GBD11102_6800-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCTCTAAGAATACTTATTCGAGCAGAACTAGGACATCCT

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTCTAACTCTTCTTCTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613395 Paratanytarsus sp. water mite diet isolate 4887-BHL032417-GBD26492_22155-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCTTTATACTTCATTTTTGGTGCCTGATCCGGAATAGTAAGAACTTCCCTAAGAATACTAATTCGAGCTGAATTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTTTTGTTACTGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613396 Paratanytarsus sp. water mite diet isolate 4890-BHL032417-GBD28459_18351-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCA--

TCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613397 Paratanytarsus sp. water mite diet isolate 4892-BHL032417-GBD14437_12744-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTAAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCACCATCTCTAACTATATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613398 Paratanytarsus sp. water mite diet isolate 4895-BHL032417-GBD28549_15364-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACAACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTCTAACTCTTTTACTTTCAAGTACAACAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613399 Paratanytarsus sp. water mite diet isolate 4896-BHL032417-GBD6901_14920-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GGCATACTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTCTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613400 Paratanytarsus sp. water mite diet isolate 4901-BHL032417-GBD18915_26834-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATACTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTATGACA

TCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATAATAATTTTTTTAATAGTT

ATACCTATTTTAATTGGAGGATTTGGTAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCACCCTCTTTAACCCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613401 Paratanytarsus sp. water mite diet isolate 4913-BHL032417-GBD8128_16293-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTGCCCTAAGAATATTAATTCGAGTTGAATTAGGACA

TCCTGGAACTTTTATAGGAGATGACCAAATTTATAATATACTTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTGTTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613402 Paratanytarsus sp. water mite diet isolate 4915-BHL032417-GBD6801_16142-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGACCCAGAGATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTGCATCCAAAGTCTTTAACTCGTTTACGTACAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613403 Paratanytarsus sp. water mite diet isolate 4917-BHL032417-GBD13753_8343-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGATTATATTTCATTTTTGATGCTTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGTATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACCTCTTCCCCCCTCTTTAACACTTTTACAATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613404 Paratanytarsus sp. water mite diet isolate 4918-BHL032417-GBD28650_11800-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAG

GACATGCTGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATACTTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCAGACATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613405 Paratanytarsus sp. water mite diet isolate 4921-BHL032417-GBD25713_24965-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAGGACA

TGCTGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTTTTACTATCAAGAAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613406 Paratanytarsus sp. water mite diet isolate 4922-BHL032417-GBD25854_13637-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAG

GTCATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACCCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613407 Paratanytarsus sp. water mite diet isolate 4924-BHL032417-GBD7905_19310-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACATC

CTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAAA

TAATATAAGATTTTGACTACTTCCCCCCTCTTTAACGCTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR285494, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613408 Paratanytarsus sp. water mite diet isolate 4927-BHL032417-GBD19981_17553-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGTACTTCTCTAAGTATGTTAATTCGAGCTGAACTAGGACATC

CTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTAT

GCCTATTTTAATTGGAGGATTTGGAAACTGATTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAA

TAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613409 Paratanytarsus sp. water mite diet isolate 4928-BHL032417-GBD23110_17815-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGAGCCTGGTCAGGAATAGTCGGAACTTCCTTAAGTATATTAATTCGAGCAGAACTAG

GACAACCTGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTTTTGCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCC

GAATAAATAACATAAGATTTTGACTACTTCCCCCATCTTTAACCCTTCTACTATCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613410 Paratanytarsus sp. water mite diet isolate 4929-BHL032417-GBD26226_19102-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATCCTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTATGTATATTAATTCGAGCTGAACTAGGACA

TCCTAGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGGACTGATTATTGCCTTTAATATTAGGTGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGAGTTTGACTTCTTCCCCCCTCGTTAACTCTGGTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613411 Paratanytarsus sp. water mite diet isolate 4932-BHL032417-GBD27468_17600-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCAGAACTAGGACAACC

TGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTATA

CCTATTTTAATTGGAGGGTTTGGGAACTGATTATTGCCTTTAATATTAGGCGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613412 Paratanytarsus sp. water mite diet isolate 4936-BHL032417-GBD17551_26437-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCAGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCACTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGCATTTGGGAATTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613413 Paratanytarsus sp. water mite diet isolate 4939-BHL032417-GBD13838_16894-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCAGAACTAG

GACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGGTTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTTTTACTATCAAGTACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613414 Paratanytarsus sp. water mite diet isolate 4949-BHL032417-GBD19820_3447-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTTGGTGCTTGATCAGGTATAGTAGGAACTTCCTTAAGAGTATTTATTCGAGCTGAGCTAGGACAT

CCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTGGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613415 Paratanytarsus sp. water mite diet isolate 5025-BHL032417-GBD4192_17631-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCATGCG

GGTTCTTTAATTGGAGATGATCAAATTTACATTGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR272133, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613416 Paratanytarsus sp. water mite diet isolate 5037-BHL032417-GBD5118_15759-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCC

CGTATAAATAATATAAGTTTTTGACTTATACCCTCGTCATTAACTTTACTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613417 Paratanytarsus sp. water mite diet isolate 5068-BHL032417-GBD13511_19455-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTAGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCA

CGAATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613418 Paratanytarsus sp. water mite diet isolate 5070-BHL032417-GBD13405_10417-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATATTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGG

ACATCCCGGAACTTTTATTGTAGATGACCAAATTTATAATGTAATTGTTACAGTTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCG

AATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR292109, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613419 Paratanytarsus sp. water mite diet isolate 5142-BHL032417-GBD26760_15138-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACGACCC

GGAACTTTCATTGGTGACGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCCTTAACTCTTTTACTTTCAAGTAGATTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613420 Paratanytarsus sp. water mite diet isolate 5206-BHL032417-GBD11600_8365-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCACTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATTTAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACCTCTCCCCCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR282105, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613421 Paratanytarsus sp. water mite diet isolate 5228-BHL032417-GBD18257_17941-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAG

GACAACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTCCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTTCTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613422 Paratanytarsus sp. water mite diet isolate 5232-BHL032417-GBD11100_15859-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATC

CTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTAT

ACCCATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAA

TAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR664189, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613423 Paratanytarsus sp. water mite diet isolate 5263-BHL032417-GBD28000_12377-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATACTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCCTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613424 Paratanytarsus sp. water mite diet isolate 5288-BHL032417-GBD2161_12220-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACGGGTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCTTCACTAATCCTATTGGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613425 Paratanytarsus sp. water mite diet isolate 5300-BHL032417-GBD4981_16790-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCGGAACTAGGAC

ATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCACGAAT

AAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613426 Paratanytarsus sp. water mite diet isolate 5316-BHL032417-GBD8653_14848-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGTACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613427 Paratanytarsus sp. water mite diet isolate 5322-BHL032417-GBD10891_26835-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGAGCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGACT

TAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTGGTTTCTTCTGCTGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613428 Paratanytarsus sp. water mite diet isolate 5328-BHL032417-GBD12651_6835-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATCTTAGGAGTTTGAGCTGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCCT

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCGCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613429 Paratanytarsus sp. water mite diet isolate 5335-BHL032417-GBD18980_19900-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTAGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAGTTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATCATATAAGTTTTTGGCATTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613430 Paratanytarsus sp. water mite diet isolate 5349-BHL032417-GBD25659_23472-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGATCTTTTATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613431 Paratanytarsus sp. water mite diet isolate 5371-BHL032417-GBD19156_18511-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCGTTATACTTCATTTTCGGTGCCCGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCAGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGAAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282105, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613432 Paratanytarsus sp. water mite diet isolate 5387-BHL032417-GBD12938_11165-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGCACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACACCCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTACCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACCCTGTTACTATCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613433 Paratanytarsus sp. water mite diet isolate 5398-BHL032417-GBD18263_23342-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGCGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613434 Paratanytarsus sp. water mite diet isolate 5409-BHL032417-GBD5943_7514-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGAGCTCGATCAGGAATAGTGGGAACTTCCTTAAGAATACTAATTCGAGCTGAACTA

GGACATCCCTGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGAAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613435 Paratanytarsus sp. water mite diet isolate 5421-BHL032417-GBD3902_9283-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAGCTTCCCTAAGAATATTAATTCGAGCTAAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTCTAATATTAGGAGCCCCAGATATAGCTTTTCCT

TGAATAAATAATATAAGATTTTGACTTCTTCCCCCATCTTTAACTCTTCTTCTTTCTAGTACATTAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613436 Paratanytarsus sp. water mite diet isolate 5423-BHL032417-GBD6978_14988-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGAGCTGAACTAGGACATCCC

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613437 Paratanytarsus sp. water mite diet isolate 5425-BHL032417-GBD6592_19874-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAGTAGTAGGAACTTCCCTAAGAATATTAATTCGAGGAGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCTTCATTAACCCTATTACTATCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613438 Paratanytarsus sp. water mite diet isolate 5450-BHL032417-GBD7831_9145-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCCGATCAGGAATAGTGGGAACTTCCCTAAGAATTTTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGAAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTCTTCTATCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613439 Paratanytarsus sp. water mite diet isolate 5459-BHL032417-GBD24817_18843-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGCGCCTGATCAGGAATAGTCGGAACTTCTCTAAGAATATTTATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGGCTTCTTCCCCCCTCTTTAACTCTTCTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613440 Paratanytarsus sp. water mite diet isolate 5474-BHL032417-GBD24476_22082-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATACTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTGTAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCATCTTTAACCCTTCTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613441 Paratanytarsus sp. water mite diet isolate 5482-BHL032417-GBD24789_18849-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCTGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTTTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613442 Paratanytarsus sp. water mite diet isolate 5521-BHL032417-GBD24298_20633-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATATTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAT

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGACATAGCTTTCCCCCGAAT

AAATAATATAAGCTTTTGGCTTTTACCCCCGTCATTAACTTTACTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613443 Paratanytarsus sp. water mite diet isolate 5522-BHL032417-GBD26233_12032-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCCTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTCG

GACATCCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGTTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCGTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613444 Paratanytarsus sp. water mite diet isolate 5866-BHL032417-GBD18842_18539-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTATTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGTTTTGGAAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCG

AATAAATAATATAAGATTTTGACTACTCCCCCCGTCTTTAACTTTATTACTATCAAGCAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613445 Paratanytarsus sp. water mite diet isolate 5984-BHL032417-GBD12082_11340-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCG

AATAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACACTAGTGGAAAATGGAGCTAG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613446 Paratanytarsus sp. water mite diet isolate 6362-BHL032417-GBD18838_4715-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATTTTAATTCGAGCTGAACTAGGACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGACTACTTCCCCCCTCTTTAACTCTTCTTCTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR772535, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613447 Paratanytarsus sp. water mite diet isolate 6534-BHL032417-GBD20361_7108-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCTGAACTAGGA

CATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTACCTCCCCCTTCTTTAACTCTTCTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR293963, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613448 Paratanytarsus sp. water mite diet isolate 6550-BHL032417-GBD21518_19487-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCCTCTTTAACTCTTCTTCTGTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613449 Paratanytarsus sp. water mite diet isolate 6687-BHL032417-GBD18434_8472-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTTGGTACCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTATAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613450 Paratanytarsus sp. water mite diet isolate 6698-BHL032417-GBD12847_4463-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATCTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCT

CGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613451 Paratanytarsus sp. water mite diet isolate 6713-BHL032417-GBD7579_22841-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGATGCCTGATCAGGAATAGTCGGAACTTCCCTAAGTATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATGTTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTCTACTTTCAAGTAGAATAGTGGAAAATGGAACTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613452 Paratanytarsus sp. water mite diet isolate 6716-BHL032417-GBD10886_10613-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGACA

ACCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCGAATA

AAAAATAAAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACGTTCAAGTAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613453 Paratanytarsus sp. water mite diet isolate 6722-BHL032417-GBD23307_27017-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTTATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613454 Paratanytarsus sp. water mite diet isolate 6727-BHL032417-GBD27804_10522-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAAATGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCATTTAATATTAGGAGCACCAGATATAGCTTTTCCTCG

AATAAATAATAAAAGATTTTGACGTCTTCCCCACTCTTGAACACGTTTACTTTCAAGTAGAATAGTGGAAAATGGCGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613455 Paratanytarsus sp. water mite diet isolate 6729-BHL032417-GBD21088_27589-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGTTGAACTAG

GACATCCTGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613456 Paratanytarsus sp. water mite diet isolate 6730-BHL032417-GBD23284_18627-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCAGAATTATGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAAGATTTGGGAACTGAATATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAAA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613457 Paratanytarsus sp. water mite diet isolate 6737-BHL032417-GBD19701_11050-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGACCAGGAATAGTAGAACCTTCTTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613458 Paratanytarsus sp. water mite diet isolate 6739-BHL032417-GBD7986_23602-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613459 Paratanytarsus sp. water mite diet isolate 6742-BHL032417-GBD11487_8745-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTACCACCCTCTTTAACACTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613460 Paratanytarsus sp. water mite diet isolate 6747-BHL032417-GBD7525_7766-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATCAAGAATGCTTATTCGAGCAGAATT

AGGACGACTCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACCTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613461 Paratanytarsus sp. water mite diet isolate 6750-BHL032417-GBD25227_18893-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATTTTAATTCGAGCTGAATTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613462 Paratanytarsus sp. water mite diet isolate 6753-BHL032417-GBD23964_22497-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGCACTTCCCTAAGAATATTAATTCGAGCTGAACTCG

GACATCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613463 Paratanytarsus sp. water mite diet isolate 6761-BHL032417-GBD21104_18404-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTTATTTTTGGTGCCTGATCCGGAATAATAGGAACTTCCTTAAGAATATTTATTCGAGCTGAATTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613464 Paratanytarsus sp. water mite diet isolate 6763-BHL032417-GBD16122_24434-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCTGAACTCGGACA

TCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTTCTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613465 Paratanytarsus sp. water mite diet isolate 6770-BHL032417-GBD5682_21260-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCAGAACTAGGACATGC

TGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTATTATAATTTTTTTCATAGTTATA

CCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613466 Paratanytarsus sp. water mite diet isolate 6771-BHL032417-GBD25858_17849-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCTTAAGTATATTAATTCGAGCAGAACTAGGACA

CCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGTTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTATCAAGAAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613467 Paratanytarsus sp. water mite diet isolate 6772-BHL032417-GBD17192_21997-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGTCTGATCAGGAATAGTAGGTACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTGTGACCACGTCCCCCCACTTTAACACTTTTACAATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613468 Paratanytarsus sp. water mite diet isolate 6775-BHL032417-GBD29403_17173-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAGTTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCGGTAACGCAGGGACGGGCAAGGAGAAGAGGGGAAAAGGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613469 Paratanytarsus sp. water mite diet isolate 6776-BHL032417-GBD12112_20181-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATCTTAATTCGAGCTGAATTAGGACAT

CCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCCTCTCTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613470 Paratanytarsus sp. water mite diet isolate 6782-BHL032417-GBD12212_8255-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTTGGTGCCTGACCAGGAATAGTAGGAACTTCCCTAAGAATATTATTTCGCGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACATATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGAAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAAAATAAGATTTTGACTTCTGCCCCCCTCTTTAACGCTTTTACATTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613471 Paratanytarsus sp. water mite diet isolate 6786-BHL032417-GBD8389_6238-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAAGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAATTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCATCCACCCTCTTGAACTCTTTTACTGGCAAGTAGAATAGTGGAAAATGGAGAT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613472 Paratanytarsus sp. water mite diet isolate 6788-BHL032417-GBD6667_25949-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTTATTTTCGGTGTCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTCTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AAAAAATAATATAAGATTTTGACTGCTTCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613473 Paratanytarsus sp. water mite diet isolate 6792-BHL032417-GBD12420_3886-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAAAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTTCTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613474 Paratanytarsus sp. water mite diet isolate 6794-BHL032417-GBD20006_8060-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGACTGATCAGGAATAGTAGGAACTTCTCTAAGAATTTTAATTCGAGCTGAACTAG

GACATCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCCTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613475 Paratanytarsus sp. water mite diet isolate 6801-BHL032417-GBD18792_24304-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGGACTTCTTTAAGAATATTAATCCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCAT

AGTAATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTACTACCACCATCTTTAACTCTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613476 Paratanytarsus sp. water mite diet isolate 6803-BHL032417-GBD5264_12561-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCGTTATATTTTATTTTTGGGGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAGCTAGGAC

ATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTCACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613477 Paratanytarsus sp. water mite diet isolate 6806-BHL032417-GBD16844_21154-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTCGGAACTTCCTTAAGTATACTAATTCGAGCTGAATTAG

GACACCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCATCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613478 Paratanytarsus sp. water mite diet isolate 6809-BHL032417-GBD13779_27712-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCGTTAATATTAGGAGCACCTGATATGGCTTTCCCA

CGAATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCACTTGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613479 Paratanytarsus sp. water mite diet isolate 6814-BHL032417-GBD9351_20050-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTA

GGACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613480 Paratanytarsus sp. water mite diet isolate 6815-BHL032417-GBD25297_24515-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATATTGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613481 Paratanytarsus sp. water mite diet isolate 6818-BHL032417-GBD25462_19545-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAG

GACATCCCGGAACTTTTATTGGAGATGACCAATTTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613482 Paratanytarsus sp. water mite diet isolate 6821-BHL032417-GBD20743_26325-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACATCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATCCCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTCCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAATGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613483 Paratanytarsus sp. water mite diet isolate 6824-BHL032417-GBD16797_28086-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTTGGTGCCTGATCAGGAATACTAGGAACTTCCCTAAGATTATTATTTCGAGCTGAACTAGGAC

ATCCTGAAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTCTATTTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAATAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613484 Paratanytarsus sp. water mite diet isolate 6826-BHL032417-GBD23841_24125-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGTAACTTCCTTAAGAATCTTAATTCGAGCCGAATTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613485 Paratanytarsus sp. water mite diet isolate 6827-BHL032417-GBD5273_14979-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGTGCCTGATCGGGAATAGTGGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCATTAACCCTTTTACTATCAAGAAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613486 Paratanytarsus sp. water mite diet isolate 6828-BHL032417-GBD26331_13188-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGTCCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATCGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACCACTTCCCCCCTCTTTAACTCTATTACTATCAAGTGGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613487 Paratanytarsus sp. water mite diet isolate 6831-BHL032417-GBD4964_11447-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAACTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACCTCATTACTATCAAGGAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613488 Paratanytarsus sp. water mite diet isolate 6836-BHL032417-GBD17203_21977-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGTCTGATCAGGTATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613489 Paratanytarsus sp. water mite diet isolate 6837-BHL032417-GBD15877_18507-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTCATTTTTGGTGCCTGATCAGGTATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATAGGAGGGTTTGGGAACTGATTATTGCCTTTAATATTAGGTGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTATTACCATCAAGTAGAATAGCGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613490 Paratanytarsus sp. water mite diet isolate 6841-BHL032417-GBD15863_27895-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTCTGACTACTTCCCCCCTCTTTAACTCTTCTTCTTTCAAGTACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613491 Paratanytarsus sp. water mite diet isolate 6842-BHL032417-GBD24574_18986-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAG

GACATCCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTATCAAGTACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613492 Paratanytarsus sp. water mite diet isolate 6844-BHL032417-GBD20401_17998-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAG

GACATCCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTATTACTATCAAGTACAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613493 Paratanytarsus sp. water mite diet isolate 6847-BHL032417-GBD17232_8600-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGACCCAGATATAGCTTTTCCTCGAAT

AAAGAATATAAGATTTTGACTTCTTCACACCTCTTTAACGCGGTGACGTTCAAGTAGAATAGTGGAAAATGGCGCGGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613494 Paratanytarsus sp. water mite diet isolate 6848-BHL032417-GBD26107_7878-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTTTACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAATAATACTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTGCTGCTCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613495 Paratanytarsus sp. water mite diet isolate 6849-BHL032417-GBD6185_5581-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGTGCCTGATCAGGAATAGTGGGCACTTCCCTAATAATATTAATTCGAGCTGAGTTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACACTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613496 Paratanytarsus sp. water mite diet isolate 6852-BHL032417-GBD19005_11919-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAGTTGGAGGATTTGGAAATTGATTATTACCTCTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAGAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR294834, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613497 Paratanytarsus sp. water mite diet isolate 6861-BHL032417-GBD25889_7132-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTAAATTAGGACATC

CTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTAT

ACCCATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAATAAA

TAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR772535, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613498 Paratanytarsus sp. water mite diet isolate 6863-BHL032417-GBD24867_22202-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCCAAGAATATTAATTCGAACTGAACTAGCA

CATCTTGGAACATTTATTGGAGATGACCAAATTTATAATGTACTTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTACCTTTAAGATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGGGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR294834, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613499 Paratanytarsus sp. water mite diet isolate 6865-BHL032417-GBD21832_16983-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATACTTCATTTTTGGTGCCTGATCAGGTATAGTAGGAACTTCCCTGAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTGTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTATTACCATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613500 Paratanytarsus sp. water mite diet isolate 6868-BHL032417-GBD15869_11606-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGAGCCTGATCAGGCATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATACTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATGCCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613501 Paratanytarsus sp. water mite diet isolate 6869-BHL032417-GBD20393_21630-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGTTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCATTAACCCTATTTCTATCAAATACAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613502 Paratanytarsus sp. water mite diet isolate 6870-BHL032417-GBD11450_27299-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAACTAGGAC

ACCCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTATAGCTCATGCTTTTATTATAATTTTTTTCATAGT

GATACCTATTTTAATTGGGGGATTTGGGAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613503 Paratanytarsus sp. water mite diet isolate 6872-BHL032417-GBD28145_17869-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCAGTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGTAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGATGATTTGGGAACTGATTATTGCCTTTAATACTCAGAGCCCCAGATATAGCTTTTCCTCGACA

AAATAATATAAGATTTTGACTTCTCCCCCCCACTTTAACTCTTTTACTTTCAAGTAGAATAGAGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613504 Paratanytarsus sp. water mite diet isolate 6879-BHL032417-GBD8154_6755-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTAATTGGAGACGAACAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613505 Paratanytarsus sp. water mite diet isolate 6883-BHL032417-GBD9769_10954-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAGGATATC

CTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGGAACTGATTATTCCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAATAAA

TAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTCTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR772535, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613506 Paratanytarsus sp. water mite diet isolate 6884-BHL032417-GBD5097_12300-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAAATCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCTTTTAATATTAGGAGCCCCAGATAAAGCTTTCCCTCGAAA

AAAAAAAATAAGATTTTGCCTTCTTCCCGCCTCTTTAACTCTTTTACTTTCAAATAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613507 Paratanytarsus sp. water mite diet isolate 6889-BHL032417-GBD18233_13206-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCAGAACTAGGAC

ATCCTGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613508 Paratanytarsus sp. water mite diet isolate 6890-BHL032417-GBD14874_13165-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTAAATTAG

GACATCCTGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGTGGATTTGGAAACTGATTATTGCCTTTAATATTAGGTGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACACTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613509 Paratanytarsus sp. water mite diet isolate 6891-BHL032417-GBD14128_20383-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGACCCAGATATAGCTTTTCCTCGACT

AAATAATATAAGATTTTGACTGCATCCCACCTCTGTAACACTGTTCCTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAC

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613510 Paratanytarsus sp. water mite diet isolate 6893-BHL032417-GBD15127_6502-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGCAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATC

CTGGAACTTTTAGTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGGAACTGGTTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAA

TAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613511 Paratanytarsus sp. water mite diet isolate 6894-BHL032417-GBD19565_11065-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTCGGAACTTCTTTAAGTTTACTAAATCGAGCTGAACTAGGACATC

CTGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGCTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTAGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAA

TAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613512 Paratanytarsus sp. water mite diet isolate 6895-BHL032417-GBD25239_19789-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATGCTGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTGATACCTATTTTAATTGGAGGTTTTGGAAAATGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613513 Paratanytarsus sp. water mite diet isolate 6897-BHL032417-GBD13482_11923-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTATTACTATCAAACAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613514 Paratanytarsus sp. water mite diet isolate 6902-BHL032417-GBD7706_24257-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCTTGATCAGGAATAGTGGGAACTTCCTTAAGAATCTTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTTTCAAGTACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613515 Paratanytarsus sp. water mite diet isolate 6903-BHL032417-GBD13915_21788-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGACAAAGATATAGCTTTTCCTCCAAT

AAATAATAAAAGATTTTGACTTCATCACCCCTCTTTAAAACTGTTACTTTCAAGTAGAAGAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613516 Paratanytarsus sp. water mite diet isolate 6907-BHL032417-GBD7016_10364-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGAACCTGATCAGGAATAGTTGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTCTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTCTTCTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613517 Paratanytarsus sp. water mite diet isolate 6909-BHL032417-GBD22050_14873-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATTAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGTATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAACAATATAAGATTTTGACTACTACCCCCCTCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613518 Paratanytarsus sp. water mite diet isolate 6910-BHL032417-GBD25889_22922-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GTCATACTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTACTTCCTTTAATATTAGGAGCCCCTGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613519 Paratanytarsus sp. water mite diet isolate 6916-BHL032417-GBD21224_23101-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTACCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAAGAGCCCCAGAGATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCAGCACCCCGCTTTAACGCGGTTACTGTCAAGTAGAATAGTGGAAAACGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613520 Paratanytarsus sp. water mite diet isolate 6919-BHL032417-GBD12768_6863-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613521 Paratanytarsus sp. water mite diet isolate 6920-BHL032417-GBD22606_17627-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTCATTTTTGGAGCCTGATCAGGCATAGTAGGAACTTCCCTAAGAATTTTAATTCGAGCTGAACTAGGACA

TACTGGTACCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613522 Paratanytarsus sp. water mite diet isolate 6923-BHL032417-GBD22380_24968-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAATAATGTTTATTCGAGCTGAGCTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTCCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTCTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGAAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613523 Paratanytarsus sp. water mite diet isolate 6928-BHL032417-GBD23017_16577-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCATTAAGAATATTAATTCGAGCAGAACTAGGACAT

CCTGGAACTTTAATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTCTAACTCTTTTACTTTCAAGTACAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613524 Paratanytarsus sp. water mite diet isolate 7390-BHL032417-GBD20787_10658-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAGGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCATTAATATTAGGAGCCCCAGATATGGCTTTTCCACG

AATAAATAATATAAGATTTTGACTATTACCACCATCTCTTACTCTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613525 Paratanytarsus sp. water mite diet isolate 7556-BHL040517-GBD22351_18122-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613526 Paratanytarsus sp. water mite diet isolate 7581-BHL040517-GBD6195_9414-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGTTTGATCCGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACT

AGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTCTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613527 Paratanytarsus sp. water mite diet isolate 7591-BHL040517-GBD17337_8644-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCCGG

GACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGTTATACCT

ATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAAT

ATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613528 Paratanytarsus sp. water mite diet isolate 7700-BHL040517-GBD27286_12323-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACATCCCGG

AACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATACCT

ATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAAT

ATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTAGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613529 Paratanytarsus sp. water mite diet isolate 7723-BHL040517-GBD7444_14852-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGAC

CTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTATAGCTCATGCATTTATTATAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAA

TAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613530 Paratanytarsus sp. water mite diet isolate 7856-BHL040517-GBD15750_3054-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATGTAAGATTTTGACTTCTTCACCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KM905578, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613531 Paratanytarsus sp. water mite diet isolate 7879-BHL040517-GBD11384_22287-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAACTAGGACAT

CCCGGAACTTTAATTGGAGATGACCAAATTTATAATGTAATTGTTATAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCTTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613532 Paratanytarsus sp. water mite diet isolate 7889-BHL040517-GBD17365_3170-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613533 Paratanytarsus sp. water mite diet isolate 7909-BHL040517-GBD27107_13005-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGTATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCA

CGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613534 Paratanytarsus sp. water mite diet isolate 7912-BHL040517-GBD3839_21402-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCTTTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGTATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613535 Paratanytarsus sp. water mite diet isolate 7924-BHL040517-GBD27171_18298-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGCTCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGGTACAGCTCATGCATTTATTATAATTTTTTTC

ATAATTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613536 Paratanytarsus sp. water mite diet isolate 7930-BHL040517-GBD16749_28882-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAACTAGAACA

TCCTGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613537 Paratanytarsus sp. water mite diet isolate 7964-BHL040517-GBD16825_13080-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCCTTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTAATGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613538 Paratanytarsus sp. water mite diet isolate 7966-BHL040517-GBD8586_24625-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGTTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACACGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTCTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTAC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613539 Paratanytarsus sp. water mite diet isolate 8014-BHL040517-GBD29419_16874-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCGGTAACGCGGGGACGGGCAAGGAGAAGAGGGGAAAAGGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613540 Paratanytarsus sp. water mite diet isolate 8056-BHL040517-GBD26604_20223-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCT

TGAATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAAGGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613541 Paratanytarsus sp. water mite diet isolate 8088-BHL040517-GBD13963_27415-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGAGTCTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCAGAACTA

GGACATCCTGGATCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613542 Paratanytarsus sp. water mite diet isolate 8097-BHL040517-GBD6169_5132-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTCGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAG

GACACCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGTGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCTCCTCTTTAACCCTTTTACTATCAAGAAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613543 Paratanytarsus sp. water mite diet isolate 8185-BHL040517-GBD27903_13362-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGTCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGTTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613544 Paratanytarsus sp. water mite diet isolate 8205-BHL040517-GBD19224_28586-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAAGAATAGTGGAAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTAGTATAATTTTTTTTA

TAGTTATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATT-

CCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTC

TTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613545 Paratanytarsus sp. water mite diet isolate 8234-BHL040517-GBD12420_24263-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCAGTGCCTGATCAGGAATAGTGGGAACTTCCATAAGAATATTAATTCGAGCTGAACTA

GGACGTCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGGCTTGTCCCCCTAATACTTGGAGCACCTCACATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613546 Paratanytarsus sp. water mite diet isolate 8257-BHL040517-GBD4325_16581-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTTATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATTTTAATTCGAGCAGAACTCG

GACATCCCGGATCTTTTATCGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613547 Paratanytarsus sp. water mite diet isolate 8287-BHL040517-GBD3712_20509-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

AACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTAT

GGTTATACCAATTCTAATTGGAGGATTCGGACATTGATTAGTCCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCG

AATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCGATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613548 Paratanytarsus sp. water mite diet isolate 8303-BHL040517-GBD2207_13903-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTCCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAGTATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTTCTTCCCCCCTCTTTTACTCTTCTTCTTTCTAAATCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613549 Paratanytarsus sp. water mite diet isolate 8342-BHL040517-GBD8630_20805-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATTTTAATTCGAGCTGAACTAG

GACATCCTGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATATTTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613550 Paratanytarsus sp. water mite diet isolate 8889-BHL032417-GBD12567_26367-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCT

GGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATAC

CTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAATA

ATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613551 Paratanytarsus sp. water mite diet isolate 8985-BHL032417-GBD21335_6956-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGACTTTTACCCCCCTTTCGTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613552 Paratanytarsus sp. water mite diet isolate 9013-BHL032417-GBD13377_17080-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGAAATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACCTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613553 Paratanytarsus sp. water mite diet isolate 9232-BHL032417-GBD7391_20185-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGTAGAGCTGGGTCGA

CCTGGAACTTTTATTGGCGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAA

ATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR628998, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613554 Paratanytarsus sp. water mite diet isolate 9344-BHL032417-GBD25076_16158-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAGATTGACTTGTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCATCTTTAACCCTACTTCTATCAAGAACATTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613555 Paratanytarsus sp. water mite diet isolate 9379-BHL032417-GBD13648_7897-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGTC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTACCATTAATATTAGGAGCCCCCGATATAGCTGTTCCACGAAT

AAATAATATAAGATTTTGATTACTACCCCCATCTTTAACCCTACTACTATCAAGAAGATTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613556 Paratanytarsus sp. water mite diet isolate 9394-BHL032417-GBD23364_15047-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATAGGAACTTCTTTAAGTATATTAATTCGAACAGAATTAGGACA

CCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTATTACCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCCCCATCTTTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613557 Paratanytarsus sp. water mite diet isolate 9401-BHL032417-GBD16597_28998-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCCTTATATTTTATTTTCGGAGCTTGATCAGGAATAATAGGAACATCCCTAAGTATATTAATTCGAGCAGAACTAGGA

CACCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTACTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613558 Paratanytarsus sp. water mite diet isolate 9657-BHL032417-GBD23719_9027-Lq56 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAAAATTAGGGCAC

CCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR740890, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613559 Paratanytarsus sp. water mite diet isolate 9704-BHL032417-GBD28220_10086-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGTGTTTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGAAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATATCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTCTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613560 Paratanytarsus sp. water mite diet isolate 9879-BHL040517-GBD15524_15801-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATATTATTTTTGGTGCTTGGTCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTAGGACGTCC

TGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATTTTCTTTATAGTTATA

CCAATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613561 Paratanytarsus sp. water mite diet isolate 9890-BHL040517-GBD23261_13306-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCATTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613562 Paratanytarsus sp. water mite diet isolate 9905-BHL040517-GBD8985_3710-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATGTTTTACTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACGA

CCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613563 Paratanytarsus sp. water mite diet isolate 9910-BHL040517-GBD17839_13581-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTT

ATAGTTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATT-

CCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTC

TTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613564 Paratanytarsus sp. water mite diet isolate 9922-BHL040517-GBD4910_11911-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATACGAGCAGAACTTGGACGAC

CTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTAT

ACCTATTCTAATTGGAGGATTTGGGAACTGATTATTGCATTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613565 Paratanytarsus sp. water mite diet isolate 9924-BHL040517-GBD5902_21175-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613566 Paratanytarsus sp. water mite diet isolate 9935-BHL040517-GBD27644_10852-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGATATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCA--

TCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613567 Paratanytarsus sp. water mite diet isolate 9945-BHL040517-GBD23039_5545-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATACTTCATTTTCGGTGTCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGG

ACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR292109, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613568 Paratanytarsus sp. water mite diet isolate 9968-BHL040517-GBD3940_8398-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGCGCCTGATCTGGGATAATAGGGACTTCTCTAAGAATGCTTGTTCGAGCAGAATTAGGACGACCC

GGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613569 Paratanytarsus sp. water mite diet isolate 9998-BHL040517-GBD13902_10229-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGG

ATATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTGTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR292109, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613570 Paratanytarsus sp. water mite diet isolate 10002-BHL040517-GBD25626_11941-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCTGAACT

AGGATATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAACTGTTACAGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCGTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613571 Paratanytarsus sp. water mite diet isolate 10027-BHL040517-GBD13436_16963-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCACGGAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613572 Paratanytarsus sp. water mite diet isolate 10063-BHL040517-GBD4647_17312-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTAGGACGTCCT

GGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAGAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTCACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613573 Paratanytarsus sp. water mite diet isolate 10082-BHL040517-GBD6386_8884-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGAGCTGAACTAGGACATCCT

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KR772535, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613574 Paratanytarsus sp. water mite diet isolate 10095-BHL040517-GBD27618_20242-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGTGCTTGACCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGTTGAATTAGGAC

ATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279360, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613575 Paratanytarsus sp. water mite diet isolate 10137-BHL040517-GBD13438_27681-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGGATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCATTTAATATTAGGAGCCCCAGATATAGCTTTCCCACGACT

TAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613576 Paratanytarsus sp. water mite diet isolate 10143-BHL040517-GBD15143_22806-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGTCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCA

GGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613577 Paratanytarsus sp. water mite diet isolate 10170-BHL040517-GBD8103_11861-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTGATTCGAGCTGAACTA

GGATATCCCGGAACTTTTATTGGAGGTGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGTCTTTCCT

CGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613578 Paratanytarsus sp. water mite diet isolate 10182-BHL040517-GBD26306_6749-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTTATTTTTGGTGCTTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAG

GATATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTCCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613579 Paratanytarsus sp. water mite diet isolate 10197-BHL040517-GBD19976_20407-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCA

CGAATAAATAATATAAGATTTTGACTACTACCACCATCTCTAACTTTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613580 Paratanytarsus sp. water mite diet isolate 10206-BHL040517-GBD5306_9351-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGACTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAGTTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGA-TTATTACCCCCTCCATTAAC---

CTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613581 Paratanytarsus sp. water mite diet isolate 10235-BHL040517-GBD22255_12276-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCAGTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATTTTAATTCGAGCTGAACTA

GGATATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCG

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACACTATTACTATCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613582 Paratanytarsus sp. water mite diet isolate 10250-BHL040517-GBD19268_3834-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATACTAATTCGAGCTGAACTA

GGACATCCCGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTGCCCCCCTCTTTAACTTTATTACTTTCAAGTACAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613583 Paratanytarsus sp. water mite diet isolate 10257-BHL040517-GBD22566_25638-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCTTGATCAGGTATAGTGGGAACTTCTCTAAGTATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCACGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613584 Paratanytarsus sp. water mite diet isolate 10266-BHL040517-GBD3441_16870-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACATTATTTTTCGGGGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATAGTAGTGCGAGCTGAACTAGGACAT

CCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTTGAGGATTTGGGACCTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTCAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613585 Paratanytarsus sp. water mite diet isolate 10270-BHL040517-GBD21394_10628-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTCATTTTCGGTGCCTGATCAGGGATAGTGGGCACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GTCATCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTCCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613586 Paratanytarsus sp. water mite diet isolate 10272-BHL040517-GBD11868_16128-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCTCTAAGAATATTAATTCGAGCTGAATTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTAT

AGTAATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTTTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613587 Paratanytarsus sp. water mite diet isolate 10280-BHL040517-GBD16456_14830-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTTATTTTCGGTGCTTGATCAGGAATAGTGGGAACTTCCTTAAGAATACTTATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGATTAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613588 Paratanytarsus sp. water mite diet isolate 10289-BHL040517-GBD14055_6680-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTTATTTTTGGTGCTTGATCAGGAATAGTCGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCATTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAACATAAGATTTTGACTTCTTCCCCCATCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613589 Paratanytarsus sp. water mite diet isolate 10303-BHL040517-GBD23130_8936-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGACTTGAACTAGGACA

CCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTG

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCATTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613590 Paratanytarsus sp. water mite diet isolate 10314-BHL040517-GBD19174_8296-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCTCTAAGAATTTTAATTCGAGCTAAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCGTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613591 Paratanytarsus sp. water mite diet isolate 10328-BHL040517-GBD11124_11257-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGATCATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTC

GGACATCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613592 Paratanytarsus sp. water mite diet isolate 10342-BHL040517-GBD9242_24118-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTCATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATATTTATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGTAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTCTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613593 Paratanytarsus sp. water mite diet isolate 10354-BHL040517-GBD25709_23873-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGCAACTTCTCTAAGAATTTTAATTCGAGCTGAACTAG

GACATCCCGGATCTTTTATTGGAGATGACCAAATTTATATTGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613594 Paratanytarsus sp. water mite diet isolate 10359-BHL040517-GBD24096_5288-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACCTCTTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATCATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCATTTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613595 Paratanytarsus sp. water mite diet isolate 10360-BHL040517-GBD18091_5823-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR282105, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613596 Paratanytarsus sp. water mite diet isolate 10387-BHL040517-GBD26653_22072-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTTCTCCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613597 Paratanytarsus sp. water mite diet isolate 10401-BHL040517-GBD21702_2686-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATATTAATTCGAGCTGAACT

AGGACATCCTGGAACTTTTATTAGAGATGACCAAATTTATAATGTAATTGTTACAGCTCACGCATTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATGGCTTTTCC

TCGAATAGATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613598 Paratanytarsus sp. water mite diet isolate 10409-BHL040517-GBD22512_22631-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCA

CGAATAAATAATATAAGATTTTGACTGCTGCCCCCATCATTAACTCTATTATTATCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613599 Paratanytarsus sp. water mite diet isolate 10416-BHL040517-GBD23980_14171-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTCATTTTCGGTGCCTGATCAGGTATAGTGGGTACTTCCTTAAGAATTTTAATTCGAGCTGAACTAG

GTCATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCATGCATTTATTATAATTTTTTTCAT

AGTGATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613600 Paratanytarsus sp. water mite diet isolate 10425-BHL040517-GBD28578_13815-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTCGGAACTTCCTTAAGTATACTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613601 Paratanytarsus sp. water mite diet isolate 10430-BHL040517-GBD25301_25141-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCTTTAAGAATATTAATTCGAGCTGAACTA

GGACATGCCGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTT

ATAGTTATACCTATTCTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613602 Paratanytarsus sp. water mite diet isolate 10432-BHL040517-GBD4179_11181-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTTTATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTGCTTCCCCCATCTTTAACTCTATTACTATCAAGAAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613603 Paratanytarsus sp. water mite diet isolate 10437-BHL040517-GBD28235_12360-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATGCTTCATTCTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGGGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTCAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613604 Paratanytarsus sp. water mite diet isolate 10440-BHL040517-GBD24692_25080-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGTACTTCCCTAAGAATCTTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTCTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613605 Paratanytarsus sp. water mite diet isolate 10464-BHL040517-GBD26578_13681-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGCACTTCCCTAAGTCTATTAATTCGAGCTGAACTAG

GATATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGAGTTTGACTTCTTCCCCCCTCGGTAACTCATTTACTTGCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613606 Paratanytarsus sp. water mite diet isolate 10468-BHL040517-GBD18937_14177-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTTATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGTAACTGATTCTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACACTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR282105, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613607 Paratanytarsus sp. water mite diet isolate 10482-BHL040517-GBD12027_22837-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTGGGAACTTCTTTAAGAATATTAATTCGACCTGAACTTG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTTTCAAGTACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613608 Paratanytarsus sp. water mite diet isolate 10487-BHL040517-GBD1873_14677-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCTGAACTAGGACATC

CCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613609 Paratanytarsus sp. water mite diet isolate 10488-BHL040517-GBD23247_9165-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAGCTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTACATTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTATCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613610 Paratanytarsus sp. water mite diet isolate 10518-BHL040517-GBD23037_10360-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613611 Paratanytarsus sp. water mite diet isolate 10537-BHL040517-GBD7388_10888-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAG

GACATCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613612 Paratanytarsus sp. water mite diet isolate 10539-BHL040517-GBD28524_11036-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGATCATTATATTTCATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTCCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGATTAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR293963, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613613 Paratanytarsus sp. water mite diet isolate 10541-BHL040517-GBD15707_11123-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATCTTAGGAGTTTGAGCTGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCCC

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTCTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613614 Paratanytarsus sp. water mite diet isolate 10550-BHL040517-GBD28811_17684-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATACTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTA

GGATATCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613615 Paratanytarsus sp. water mite diet isolate 10552-BHL040517-GBD12502_13835-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTCGGTGCCTGATCAGGTATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCCGGAACTTTTATTGGAGATGATCAAATTTATCACGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACCATCAAGTAGAATAGCGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613616 Paratanytarsus sp. water mite diet isolate 10567-BHL040517-GBD12510_12936-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTTATTTTCGGTGCCTGATCAGGCATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGTTCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTATCAAGTAGAACAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613617 Paratanytarsus sp. water mite diet isolate 10577-BHL040517-GBD19190_27453-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTTATTTTTGGTGCTTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTTATTCGAGCTGAACTAG

GACTTCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTTCTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613618 Paratanytarsus sp. water mite diet isolate 10584-BHL040517-GBD6868_21087-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCTTTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTACCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCTCG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613619 Paratanytarsus sp. water mite diet isolate 10590-BHL040517-GBD9133_16903-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTGATTTTACTTCATTTTCGGTGCCTGATCCGGAATATTGGGAACTTCCCTAAGAATATTAATTCGAGCTGTACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACACTTTATCAATCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613620 Paratanytarsus sp. water mite diet isolate 10602-BHL040517-GBD23008_10523-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGTTGAACTAGGACA

TCCCGGATCTTTTATTGGAGATGATCAAATTTATAATGTACTTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATATTAATTGGAGGATTTGGGAACTGATTACTGCCATTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCATCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTAGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613621 Paratanytarsus sp. water mite diet isolate 10609-BHL040517-GBD26367_11413-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGCACTTCCCTAAGAATATTAATTCGAGTTGAACTAGGACA

TCCTGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGTGCCCCAGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGACTACTACCCCCCTCATTAACCCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613622 Paratanytarsus sp. water mite diet isolate 10611-BHL040517-GBD21351_10062-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTTATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCATTTAATATTAGGAGCACCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613623 Paratanytarsus sp. water mite diet isolate 10614-BHL040517-GBD4204_12300-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613624 Paratanytarsus sp. water mite diet isolate 10626-BHL040517-GBD25075_7571-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCGGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTT

ATAGTAATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATACTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCACCCTCTTTAACTTTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613625 Paratanytarsus sp. water mite diet isolate 10632-BHL040517-GBD21798_7552-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGATCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTTGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGG

ACATCCCGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTATGACTACTTCCCCCCTCTTTAACTCTTCTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR293963, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613626 Paratanytarsus sp. water mite diet isolate 10635-BHL040517-GBD8954_11835-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGTGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTATTACCCCCATCTCTAACATTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613627 Paratanytarsus sp. water mite diet isolate 10639-BHL040517-GBD7474_7996-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCTTTAAGAATTTTAATTCGAGCTAAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTTCTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613628 Paratanytarsus sp. water mite diet isolate 10642-BHL040517-GBD14289_19181-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGCTCTTTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAGCTTTTATTGGAGATGACCAAATTTATAATGCAATTGTTACAGCACATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613629 Paratanytarsus sp. water mite diet isolate 10644-BHL040517-GBD5560_17219-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATGGCTTTTCCACG

AATAAATAATATAAGATTTTGACTACTTCCCCCATCTTTAACTTTATTACTTTCAAGAAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613630 Paratanytarsus sp. water mite diet isolate 10650-BHL040517-GBD20560_26004-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTTATTTTCGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGTATATTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACGATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613631 Paratanytarsus sp. water mite diet isolate 10654-BHL040517-GBD7721_8253-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAG

GACATCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCACTTCCTCG

AATAAATAATATAAGATTTTGACTTCTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613632 Paratanytarsus sp. water mite diet isolate 10669-BHL040517-GBD4872_10421-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGATCATTTTATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCT

CGAATAAATAATATAAGATTTTGACTTCTGCCCCCCTCTTTAACTTTATTACTATCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613633 Paratanytarsus sp. water mite diet isolate 10685-BHL040517-GBD9802_13628-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGATCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCATTTGTTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAAATGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTTTTTTATTATCAAGTAGACTAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613634 Paratanytarsus sp. water mite diet isolate 10687-BHL040517-GBD22754_13651-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCCGAACTAGGAC

ATACTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTGCTGCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613635 Paratanytarsus sp. water mite diet isolate 10696-BHL040517-GBD4250_17567-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAG

GTCATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613636 Paratanytarsus sp. water mite diet isolate 11034-BHL110116-GBD20224_10166-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTAAACTAGGA

CATCTCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCACCCTCTTTAACGCTTTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613637 Paratanytarsus sp. water mite diet isolate 11044-BHL110116-GBD20244_14589-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTTGGTGCCTGTTCAGGATTAGAAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAATTTTATAATGCAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACGTTCAAGTAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613638 Paratanytarsus sp. water mite diet isolate 11058-BHL110116-GBD24183_7900-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGATTTGGGAACTGACTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCATCTTTAACCCTTTTACTATCAAGAAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613639 Paratanytarsus sp. water mite diet isolate 11077-BHL110116-GBD12387_18022-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAGCGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACATACTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCACG

ACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAA-

TCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613640 Paratanytarsus sp. water mite diet isolate 11082-BHL110116-GBD13211_6170-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACCCA

GGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR283251, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613641 Paratanytarsus sp. water mite diet isolate 11117-BHL110116-GBD21357_16119-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAGCTTCCCTAAGCATATTAATTCGAGCTGACCTAGGA

CATCCCGGAACTTTTATTGGCGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTCCATAG

TTATACCTATTTTAATTGGGTTATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACATTCAAGTAGAATAGTGGAAAATAGAGCGGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613642 Paratanytarsus sp. water mite diet isolate 11132-BHL110116-GBD5214_8111-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAGG

ACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR293963, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613643 Paratanytarsus sp. water mite diet isolate 11137-BHL110116-GBD11438_6092-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAGCTAGGACATCC

AGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCGTTTATTATAATTTTTTTCATAGTTATA

CATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KR283251, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613644 Paratanytarsus sp. water mite diet isolate 11138-BHL110116-GBD24707_20819-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACATATTTTAATTGGAGGCTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613645 Paratanytarsus sp. water mite diet isolate 11142-BHL110116-GBD23717_22455-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTCATTTTTGGTGCCTGATCAGGAATACTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTCG

GACATCCCGGATCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACATATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613646 Paratanytarsus sp. water mite diet isolate 11143-BHL110116-GBD12919_21755-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGG

ACATCCCGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACATATTTTAATTGGAGGATTTGGAAACTGATTATTGCCATTAATATTAGGAGCCCCAGATATGGCTGTTCCTCG

AATAAATAATATAAGATTTTGACTACTACCACCATCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR293963, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613647 Paratanytarsus sp. water mite diet isolate 11159-BHL110116-GBD13876_2795-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTCGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTGATCCGAGCTGAACTAGGA

CATCCCTGAACTTTTATTGGAGATGACCATATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGTAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTCTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613648 Paratanytarsus sp. water mite diet isolate 11171-BHL110116-GBD17600_2220-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTGTACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGCGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613649 Paratanytarsus sp. water mite diet isolate 11175-BHL110116-GBD20655_26914-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACATTATACTTTATTTTTGGGGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTA

GGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613650 Paratanytarsus sp. water mite diet isolate 11185-BHL110116-GBD11199_27293-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAAAATTAGGACATCCC

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

ATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTCTGACTTCTTCCCCCTTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613651 Paratanytarsus sp. water mite diet isolate 11188-BHL110116-GBD12313_13512-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAGCTAGGA

CAACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGTGGGTTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACCATCAAGTAGAATAGCGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613652 Paratanytarsus sp. water mite diet isolate 11193-BHL110116-GBD17972_3412-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAAC---

CTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR757972, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613653 Paratanytarsus sp. water mite diet isolate 11199-BHL110116-GBD6249_6632-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGACGACCAAGTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTACCACCATCTCTAA-

TCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR276243, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613654 Paratanytarsus sp. water mite diet isolate 11202-BHL110116-GBD10048_20357-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACATATTTTAATTGGAGGCTTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACCTTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613655 Paratanytarsus sp. water mite diet isolate 11205-BHL110116-GBD4849_15760-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTAAACTAGG

ACATCCCGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACATATTTTAATTGGTGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR293963, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613656 Paratanytarsus sp. water mite diet isolate 11215-BHL110116-GBD21682_8762-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTTTACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGTGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTGCCGCCCCCATCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613657 Paratanytarsus sp. water mite diet isolate 11218-BHL110116-GBD8417_14375-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAGCTGAACTAGGACATCC

CGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATA

CCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KR757972, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613658 Paratanytarsus sp. water mite diet isolate 11221-BHL110116-GBD22231_21337-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGTGGATTTGGAAACTGATTATTACCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACCCTTTTACTATCAAGTACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR294834, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613659 Paratanytarsus sp. water mite diet isolate 11228-BHL110116-GBD10555_14054-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACGGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCAGACATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTACCACCCTCTCTAACTTTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613660 Paratanytarsus sp. water mite diet isolate 11250-BHL110116-GBD23439_4960-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGAGCCTGAGCAGGAATAGTAGGAACTGCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGGGGATTTGGAAACTGATTATTACCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCATCTTTAACTCTATTACTTGCAAGTAGACCAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613661 Paratanytarsus sp. water mite diet isolate 11255-BHL110116-GBD24002_11047-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGTGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTATTACTGTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613662 Paratanytarsus sp. water mite diet isolate 11263-BHL110116-GBD4395_19488-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTTTATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCCGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACAAATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTGCTGCCCCCATCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613663 Paratanytarsus sp. water mite diet isolate 11275-BHL110116-GBD26576_12104-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGCGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGCTGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGCTATAGCCTGTCCTC

GAATAAATAATATAAGATTTTGACTTCGTCCCCCCGCGTTAACGCTTTTACGTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR276243, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613664 Paratanytarsus sp. water mite diet isolate 11277-BHL110116-GBD23646_13992-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTCGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATCTTTTAATTGGGGGATTTGGTAACTGATTATTGCCTTTAATATTAGGAGCTCCAGAGATAGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTGCTTCCCCCCGCTTTAACTCGTTTACGTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613665 Paratanytarsus sp. water mite diet isolate 11279-BHL110116-GBD2813_20439-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGTTGAACTAT

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGCAATTGTTACTGCTCATGCATTCATTATAATTTTTTTCAT

AGTTATACATATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613666 Paratanytarsus sp. water mite diet isolate 11285-BHL110116-GBD15051_26733-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTTCATTATATTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACAACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTTCAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGACCCAGACATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACTTTCTAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR283845, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613667 Paratanytarsus sp. water mite diet isolate 11290-BHL110116-GBD22787_22055-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGACATCCC

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

ATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCACCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAAAGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR757972, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613668 Paratanytarsus sp. water mite diet isolate 11301-BHL110116-GBD23276_26655-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACATATTTTAATTGTGGGATTTGGAAACTGATTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613669 Paratanytarsus sp. water mite diet isolate 11303-BHL110116-GBD12715_13080-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTAT

AGTGATACATATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613670 Paratanytarsus sp. water mite diet isolate 11324-BHL110116-GBD22726_18073-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGTGGGAATTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGAAATAGCCTTTCCTCCAA

TAAATAAAATAAGAATTTGACCTCTTCCCCCCTCTTTAACTCCTTTACCTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613671 Paratanytarsus sp. water mite diet isolate 11342-BHL110116-GBD19607_9009-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAACTCGGAC

ATCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGTAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCGTCTTTAACTCTATTACTATCAAGTACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613672 Paratanytarsus sp. water mite diet isolate 11346-BHL110116-GBD12668_27969-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTTATTCGAGCTGAATTAGGAC

ATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACATATTTTAATTGGTGGATTAGGTAACTGATTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTTCTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613673 Paratanytarsus sp. water mite diet isolate 11360-BHL110116-GBD19194_25623-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGAGCATGATCAGGAATAGTAGGAACTTCCTTAAGAATATTTATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCCCCAGACATAGCTTTCCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613674 Paratanytarsus sp. water mite diet isolate 11365-BHL110116-GBD20743_25631-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTCTTCCTCGAAT

AAATAACATAAGATTTTGACTACTTCCCCCCTCTTTAACACGTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613675 Paratanytarsus sp. water mite diet isolate 11483-BHL101516-GBD15192_12418-Lq79 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCTGATATAGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTACATCCCCCCTCTCTAACCCTTCGACTTTCAAGTAGAATAGTCGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613676 Paratanytarsus sp. water mite diet isolate 12677-BHL040517-GBD8884_18892-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCTGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGATTACTTCCCCCCTCTTTAACTTTTTTACTATCAAGTAGACTAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613677 Paratanytarsus sp. water mite diet isolate 13211-BHL040517-GBD14253_9239-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGCAACATTTATTGGAGATGTCCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGAGTTCTGGGAATTGACCTCTTCCTTTAATATTAGGAACTCCCGATATAGCTTTTCCCCGTAA

AAATAACAAAAGTTTTTGATCACTTCCCCCATCTTTAACCCTTCTTCCATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613678 Paratanytarsus sp. water mite diet isolate 13240-BHL040517-GBD15634_29054-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCTGAATTAGGGCA

TCCTGGAACATTTATTGGAGATGACCAAATATATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGGAATTGACTACTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCCCGAATA

AATAACATAAGATTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613679 Paratanytarsus sp. water mite diet isolate 13250-BHL040517-GBD23333_21142-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATACTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCTCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTGCTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613680 Paratanytarsus sp. water mite diet isolate 13252-BHL040517-GBD7702_10729-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAGTATTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCCTTAATTGGCGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TTCCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATAA

ATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR740890, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613681 Paratanytarsus sp. water mite diet isolate 13256-BHL040517-GBD26497_8130-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCCGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCGGATATAGCTTTTCCCCGAATA

AATAACAAAAGTTTTGGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613682 Paratanytarsus sp. water mite diet isolate 13270-BHL040517-GBD24712_13270-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTCTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCCCGAAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613683 Paratanytarsus sp. water mite diet isolate 13276-BHL040517-GBD3678_13212-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGTCA

CCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGAAATTGGCTTCTTCCATTAATATTAGGAGCTCCCGATATAGCTTTTCCACGTATA

AATAACATAAGATTTTGATTACTACCCCCATCTTTAACCCTACTTCTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KM994688, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613684 Paratanytarsus sp. water mite diet isolate 13278-BHL040517-GBD14933_12578-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACG

CTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGCTAT

ACCTATTTTAATTAGGGGTTTTGGGTATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATAAAT

AACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACGGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR740890, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613685 Paratanytarsus sp. water mite diet isolate 13280-BHL040517-GBD14375_19709-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAACTCGAGCTGAATTAGGACA

TCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTAAAATTTCTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGGTATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

GATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613686 Paratanytarsus sp. water mite diet isolate 13284-BHL040517-GBD12310_26822-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGTATAATCGGAACTTCCTTAAGTATATTAATTCGAGTAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGTAATTGACTTCTACCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATA

AATAACATAAGATTTTGATTACTTCCCCCATCTTTAACCCTACTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613687 Paratanytarsus sp. water mite diet isolate 13293-BHL040517-GBD8785_6567-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGGTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTGGAGTACGTCCCCCAGCGTTAACCCTTCTGCGATCAAGAAGATTAGTGGAAAAGGGAGCGGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613688 Paratanytarsus sp. water mite diet isolate 13303-BHL040517-GBD4148_11821-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAGTCGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCCTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCATTCCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACTACTATCAAGAAGACTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613689 Paratanytarsus sp. water mite diet isolate 13306-BHL040517-GBD14500_27492-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613690 Paratanytarsus sp. water mite diet isolate 13312-BHL040517-GBD11518_13146-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATACAGCTTTTCCCCGTATA

AATAACATAAGTTATTGATTACTTCGCCCATCTTTAACCCGTCTGCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613691 Paratanytarsus sp. water mite diet isolate 13337-BHL040517-GBD7294_12769-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCTGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGACTACTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATA

AATAACATAAGTTTTTGATTACTACCCCCATCTTTAACCCTTCTTCTATCAAGGAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613692 Paratanytarsus sp. water mite diet isolate 13346-BHL040517-GBD24232_11121-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGACA

CCCTGGAACATTTATTGGAGATGACCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGGAATTGATTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCGCGAATA

AATAACATAAGATTTTGACTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613693 Paratanytarsus sp. water mite diet isolate 13351-BHL040517-GBD25147_10792-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATTCTAATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGACTTCTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCCCGAATA

AATAACATAAGTTTTTGATTGCTGCCCCCATCTTTAACCCTACTACTATCAAGAACATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613694 Paratanytarsus sp. water mite diet isolate 13353-BHL040517-GBD20957_3744-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGTGCTTGGTCAGGAATAGTCGGAACTTCCTTAAGTATATTAATTCGAGCTGAATTAGGTCA

TCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGATTTGGGAATTGATTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613695 Paratanytarsus sp. water mite diet isolate 13359-BHL040517-GBD29154_14943-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGCCAGGAATAATCGGCACTTCCTTAAGTATACTAATTCGACTAGAATTAGGGCA

CCCTGGCACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATA

AATAACATAAGTTTTTGATTACTACCCCCATCATTAACCCTTCTTCTATCAAGAAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613696 Paratanytarsus sp. water mite diet isolate 13367-BHL040517-GBD28403_15372-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTCGGAACTTCTTTAAGTATACTAATTCGAGCAGAATTAGGGCA

ACCTGGAACATTTATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGAAATTGACTTCTTCCTCTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGACTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613697 Paratanytarsus sp. water mite diet isolate 13374-BHL040517-GBD3856_16564-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCTTTAAGTATATTAATTCGAGCGGAATTAGAGCA

CCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGGAATTGACTACTTCCTTTAATATTAGGAGTTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGATTTTGATTACTACCCCCATCTTTAACCCTACTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613698 Paratanytarsus sp. water mite diet isolate 13375-BHL040517-GBD26672_18740-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTCGGAACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGACACC

CTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATAAA

TAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAACATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR740890, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613699 Paratanytarsus sp. water mite diet isolate 13378-BHL040517-GBD7377_12311-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCTTTAAGTATACTAATTCGAGCAGAATTAGGACA

CCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTCTAATATTAGGAGCACCCGATATAGCATTTCCCCGTATA

AATAACATAAGATTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM994688, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613700 Paratanytarsus sp. water mite diet isolate 13388-BHL040517-GBD22036_22726-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGGTCAGGAATAATAGGAACTTCTTTAAGTATATTAATTCGAGCAGAATTAGGTCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGGAATTGATTTTTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATAA

ATAACATAAGTTTTTGATTACTACCCCCATCTCTAACCCTACTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613701 Paratanytarsus sp. water mite diet isolate 13390-BHL040517-GBD22418_26953-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGGTCAGGAATAATCGGAACATCATTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCCTCTTTAACCCTTCTTCTATCTAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613702 Paratanytarsus sp. water mite diet isolate 13391-BHL040517-GBD24586_25407-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTCTATATTTTATTTTCGGAGCTTGGTCAGGAATAATTGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGTGCTCCCGATATAGCTTTTCCCCGAATA

AATAACATAAGATTTTGATTACTTCCCCCATCTTTAACCCTACTACTATCAAGAAGAGTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613703 Paratanytarsus sp. water mite diet isolate 13393-BHL040517-GBD10063_7580-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCACCCGATATAGCTTTTCCACGAAT

AAATAACATAAGTTTTTGATTACTGCCCCCATCATTAACCCTACTACTATCAAGAAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613704 Paratanytarsus sp. water mite diet isolate 13399-BHL040517-GBD22857_24537-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGGCA

TCCTGGATCATTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTCTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613705 Paratanytarsus sp. water mite diet isolate 13400-BHL040517-GBD17482_8901-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTTTATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAAAATTAGGACA

CCCTGGATCATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTACTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATA

AATAACATAAGTTTTTGATTGCTGCCCCCATCTTTAACCCTACTACTATCAAGAAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613706 Paratanytarsus sp. water mite diet isolate 13402-BHL040517-GBD23720_7565-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTTAGTATATTAATTCGAGCTGAATTAGCGCAC

CCTGGAACATTTATTGGAGATGACCAAATCTATAATGCAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGGGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATAA

ATAACATAAGATTTTGATTACTTCCCCCATCTTTAACCCTACTGCTATCAAGAAGAGTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR742514, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613707 Paratanytarsus sp. water mite diet isolate 13403-BHL040517-GBD2734_17919-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTCTATTTTCGGGGCTTGGTCCGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTCATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGACTACTACCCCCATCTCTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613708 Paratanytarsus sp. water mite diet isolate 13407-BHL040517-GBD29068_18245-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGACTTAGGTCA

CCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGGATA

AATAACATAAAGTTTTGATTACTTCCCCCATCTTTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613709 Paratanytarsus sp. water mite diet isolate 13409-BHL040517-GBD18689_24745-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTTGGAGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGTCAC

CCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGTGGTTTTGGGAATTGACTTCTTCCTTTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR628998, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613710 Paratanytarsus sp. water mite diet isolate 13410-BHL040517-GBD6707_8435-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGTATAATCGGAACTTCCTTAAGTATTCTAATTCGAGCAGAATTCGGGCA

CCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATATTTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613711 Paratanytarsus sp. water mite diet isolate 13422-BHL040517-GBD24376_25445-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCTCGAATA

AATAACATAAGTTTTCGATTACTTCCCCCATCTTTAACCCTACTTCTATCAAGAACATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613712 Paratanytarsus sp. water mite diet isolate 13423-BHL040517-GBD2364_15972-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGTGCCTGGTCAGGAATAATAGGAACTTCCTTAAGAATATTAATTCGAGCAGAACTAGGGCA

TCCTGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGATTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613713 Paratanytarsus sp. water mite diet isolate 13429-BHL040517-GBD25199_10954-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGTCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAACTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCACCCGATATAGCATTTCCCCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACTATTATCAAGAACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM994688, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613714 Paratanytarsus sp. water mite diet isolate 13453-BHL040517-GBD22831_11084-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTTTATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGACA

CCCTGGCACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAGTTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCATCATTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613715 Paratanytarsus sp. water mite diet isolate 13458-BHL040517-GBD23851_8964-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCCGGAATAGTCGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGACA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCACCCGATATAGCTTTTCCCCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTATAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613716 Paratanytarsus sp. water mite diet isolate 13468-BHL040517-GBD23267_25573-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTTAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAGTTGACTACTTCCTCTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGATTTTGATTACTACCCCCATCTTTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613717 Paratanytarsus sp. water mite diet isolate 13472-BHL040517-GBD22738_3966-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATTCTAATTCGAGTAGAATTAGGACA

CCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTACCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994688, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613718 Paratanytarsus sp. water mite diet isolate 13475-BHL040517-GBD15077_11332-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCATTACGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTGTGATCATGTCCCCCATCTTTAACCCTTCATAAAGCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613719 Paratanytarsus sp. water mite diet isolate 13479-BHL040517-GBD11289_7229-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAGTAGGAACTTCCTTAAGTATACTAATTCGAGCTGAATTAGGACA

CCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGACTATTGCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATA

AATAACATAAGATTTTGATTACTTCCCCCATCTTTAACCCTTTTTCTATCAAGAAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613720 Paratanytarsus sp. water mite diet isolate 13481-BHL040517-GBD22516_12815-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCCTTTAGTATATTAATTCGAGCAGAGTTAGGACA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTGTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTCCCCCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM994688, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613721 Paratanytarsus sp. water mite diet isolate 13482-BHL040517-GBD5264_19525-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCCTGGTCAGGCATAATCGGAACTTCCTTAAGAATTTTAATTCGAGCAGAATTCGGGCA

CCCTGGTACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACCGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613722 Paratanytarsus sp. water mite diet isolate 13496-BHL040517-GBD26770_10971-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGTACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGTCA

CGCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAACTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGTAAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATAA

ATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613723 Paratanytarsus sp. water mite diet isolate 13498-BHL040517-GBD16394_20587-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCTGTACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGTA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

AGACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGGGTTTGATTACTTCCCCCATCTGTAACCCATCTACTATCAAGAAGATGAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613724 Paratanytarsus sp. water mite diet isolate 13499-BHL040517-GBD11961_17718-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGATCATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGCTTTGGAAATTGACTTTTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCCCGTATAA

ATAACATAAGATTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613725 Paratanytarsus sp. water mite diet isolate 13501-BHL040517-GBD13044_25193-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGGACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTCCAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCAGCGGGAACCCGGCGGCGAGCAAGAAGAGTAGGGGAAAAGGGAGCGG

GAACGGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613726 Paratanytarsus sp. water mite diet isolate 13502-BHL040517-GBD8569_9230-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCCTGGTCAGGAATAGTAGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAATTGACTTCTGCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGATTTTGACTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613727 Paratanytarsus sp. water mite diet isolate 13505-BHL040517-GBD21812_3518-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTCGGAACTTCCTTTAGTATATTAATTCGAGCAAAATTAGGACAC

CCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATAA

ATAACATAAGTTTCTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KP043139, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613728 Paratanytarsus sp. water mite diet isolate 13506-BHL040517-GBD14527_15764-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAGTGTTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCCATTTTAATTGGAGGTTTTGGAAATTGACTACTTCCTTTAATATTAGGAGCACCCGATATAGCTTTTCCCCGTATA

AATAACATAAGATTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613729 Paratanytarsus sp. water mite diet isolate 13515-BHL040517-GBD26418_21287-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

AACCTGGAACATTTTTTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGATTTGGGAATTGACTACTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAAT

AAATAACATAAGATTTTGACTACTTCCCCCATCTTTAACCCTACTAATATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613730 Paratanytarsus sp. water mite diet isolate 13520-BHL040517-GBD23613_21884-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGATCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGGGGATTTGGAAATTGACTTCTTCCTTTAATACTAGGAGCTCCCGATACAGCTTTTCCCCGAATA

AATAACATAAGTTTTTGATTACTACCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613731 Paratanytarsus sp. water mite diet isolate 13521-BHL040517-GBD9350_7769-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGAACTTTTATTGGAGATGACCAAATCTATAATGTAGTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGAAACTGACTTCTTCCTTTAATACTAGGAGCACCCGATATAGCTTTTCCACGTATA

AATAACATAAGTTTTTGATTACTACCCCCATCTTTAACCCTTCTTCTATCAAGAACATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613732 Paratanytarsus sp. water mite diet isolate 13524-BHL040517-GBD24851_25459-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTCGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGTCAC

CCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCGGTATAA

ATAATATAAGTTTTTGACTACTTCCCCCATCTTTAACCCTTCTGCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR740890, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613733 Paratanytarsus sp. water mite diet isolate 13525-BHL040517-GBD26170_14601-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGGTCCGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGACA

TCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCACCCGATATAGCTTTTCCCCGTATA

AATAACATAAGATTTTGATTACTACCCCCATCTTTAACCCTGCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613734 Paratanytarsus sp. water mite diet isolate 13528-BHL040517-GBD13673_27265-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTTGGAGCTTGGTCGGGAATAATAGGAACTTCTTTAAGTATACTAATTCGAGCAGAATTAGGGCAC

CCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGCATAA

ATAACATAAGTTTTTGATTACTACCCCCATCATTAACCCTACTTCTATCAAGAAGATTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR742514, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613735 Paratanytarsus sp. water mite diet isolate 13531-BHL040517-GBD20289_27442-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGGTCAGGAATAATAGGAACTTCCTTAAGAATACTAATTCGAGCAGAATTAGGGCT

ACCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGAAATTGACTTTTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCCCGTATAA

ATAACATAAGTTTTTGATTACTACCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613736 Paratanytarsus sp. water mite diet isolate 13535-BHL040517-GBD29348_13314-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCCTGGTCAGGAATAATCGGAACATCCTTAAGTATTTTAATTCGAGCAGAATTAGGGCA

CACTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGAAATTGACTACTTCCGTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCATCATTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613737 Paratanytarsus sp. water mite diet isolate 13536-BHL040517-GBD25389_16827-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCCTGGTCAGGAATAGTCGGCACTTCTTTAAGTATTTTAATTCGAGCAGAACTAGGTCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTCTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613738 Paratanytarsus sp. water mite diet isolate 13541-BHL040517-GBD7225_14900-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGGTCCGGAATAGTCGGAACTTCCTTAAGAATGCTTATTCGAGCAGAATTAGGGCA

CCCTGGAACATTCATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAATGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR742514, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613739 Paratanytarsus sp. water mite diet isolate 13542-BHL040517-GBD18410_25171-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGGTCTGGAATAATCGGAACATCCTTTAGTATACTAATTCGAGCAGAATTAGGTCAC

CCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAACTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGTAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAA

TAACATAAGATTTTGATTACTACCCCCATCTTTAACACTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR628998, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613740 Paratanytarsus sp. water mite diet isolate 13546-BHL040517-GBD9809_17570-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATCTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATGAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGCGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613741 Paratanytarsus sp. water mite diet isolate 13561-BHL040517-GBD16687_23223-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATCCTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613742 Paratanytarsus sp. water mite diet isolate 13585-BHL040517-GBD5770_15346-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACACT

GGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCTAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613743 Paratanytarsus sp. water mite diet isolate 13597-BHL040517-GBD19286_3881-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGAATTA

GGTCATGACGGGTCATTAATTGGAGACGATCAAATTTATATTGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTC

ATAGTCATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613744 Paratanytarsus sp. water mite diet isolate 13611-BHL040517-GBD5171_15352-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGAAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTCTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATACAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613745 Paratanytarsus sp. water mite diet isolate 13619-BHL040517-GBD11966_24829-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGACATCCT

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCATATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613746 Paratanytarsus sp. water mite diet isolate 13644-BHL040517-GBD4739_23050-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTATTTCGAGCTGAACTA

GGACATACCGGAACTTTTATTGGAGATTACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTACCACCCTCTTTCACTCTATTACTTCCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613747 Paratanytarsus sp. water mite diet isolate 13650-BHL040517-GBD21742_20224-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGTAAAATTAGGACGACC

CGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATA

CCTATTTTAATTGGAGGATTTGGTAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KR664189, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613748 Paratanytarsus sp. water mite diet isolate 13661-BHL040517-GBD6565_21270-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATATTAATTCGAGCTGAACT

AGGACATCCTGGAACTTTTATTGGAGTTGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613749 Paratanytarsus sp. water mite diet isolate 13683-BHL040517-GBD17100_10832-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTGGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATGGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TACACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATAGAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTGCTTCCCCCCTCTTTAACTCCTTTACTATTATCTAGTTCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613750 Paratanytarsus sp. water mite diet isolate 13699-BHL040517-GBD24565_13353-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTCGGGGCTTGATCCGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGAATTAGATCATG

CCGTGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGATGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAA

TAATATAAGATTTTGACGTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613751 Paratanytarsus sp. water mite diet isolate 13749-BHL040517-GBD22519_10689-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAG

GACATCCTGGATCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613752 Paratanytarsus sp. water mite diet isolate 13771-BHL040517-GBD11815_6619-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGCACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACACCCTGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCATTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613753 Paratanytarsus sp. water mite diet isolate 13775-BHL040517-GBD26583_21724-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCTTGATCAGGTATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCCTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613754 Paratanytarsus sp. water mite diet isolate 13781-BHL040517-GBD23401_14914-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAG

GTCATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGTAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGACTAGTGGAAAATGGAGCTGG

AACA

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613755 Paratanytarsus sp. water mite diet isolate 13804-BHL040517-GBD19754_23869-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCTGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACCTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613756 Paratanytarsus sp. water mite diet isolate 13807-BHL040517-GBD26921_9879-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTTCATTATACTTCATTTTAGGGGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTGTTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCTGACATAGCTTTTCCTCG

AATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR283845, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613757 Paratanytarsus sp. water mite diet isolate 13824-BHL040517-GBD28247_16864-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613758 Paratanytarsus sp. water mite diet isolate 13843-BHL040517-GBD16486_27060-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATATTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTAAACTA

GGACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTTCTTTCAAGTAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613759 Paratanytarsus sp. water mite diet isolate 13850-BHL040517-GBD5389_8403-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGGGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCAGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGACTAGTGCCTTTAATATTAGGAGCACCTGATATGGCTTTACC

ACGAATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATCGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613760 Paratanytarsus sp. water mite diet isolate 13887-BHL040517-GBD26312_14142-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTCATTTTTGGTGCCTGATCAGGCATAGTAGGCACTTCTCTAAGAATTTTAATTCGAGCTGAACTAG

GACATCCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613761 Paratanytarsus sp. water mite diet isolate 13896-BHL040517-GBD26415_18071-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATACTTCATCTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGTCA

TCCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTCCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613762 Paratanytarsus sp. water mite diet isolate 13900-BHL040517-GBD26379_14896-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGTAACTTCTTTAAGAATTTTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613763 Paratanytarsus sp. water mite diet isolate 13925-BHL040517-GBD21890_17547-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGGGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGTACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGAAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTACCACCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613764 Paratanytarsus sp. water mite diet isolate 13945-BHL040517-GBD8057_10454-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTAAACTAG

GACATCCTGGTGCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTCTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613765 Paratanytarsus sp. water mite diet isolate 14155-BHL040517-GBD20961_14962-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613766 Paratanytarsus sp. water mite diet isolate 14169-BHL040517-GBD3292_13805-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCTGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAATTATACCTATTTTCATTAGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCCGATATAACTGTTCCTC

GAATAAATAATAATATAAGAGTTTGACTTCTTCCCCCCTCTTTAACTCTTGTACTTTCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613767 Paratanytarsus sp. water mite diet isolate 14189-BHL040517-GBD7595_24538-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCC

CGTATAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613768 Paratanytarsus sp. water mite diet isolate 14191-BHL040517-GBD15669_26230-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCAGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613769 Paratanytarsus sp. water mite diet isolate 14199-BHL040517-GBD25210_6920-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAAAATTAGGTCATG

CGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAAT

ACCAATTCTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAA

TAATATAAGTTTTTGATTACCTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR758568, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613770 Paratanytarsus sp. water mite diet isolate 14208-BHL040517-GBD2814_15245-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613771 Paratanytarsus sp. water mite diet isolate 14209-BHL040517-GBD7332_17437-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTG

GTCACCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATGAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613772 Paratanytarsus sp. water mite diet isolate 14212-BHL040517-GBD22787_17238-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGAGCCTGATCAGGAATAGTGGGTACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613773 Paratanytarsus sp. water mite diet isolate 14234-BHL040517-GBD13485_9562-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGA

CACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCCCGAA

TAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACACTACTCCTTTCAAGTTCATTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613774 Paratanytarsus sp. water mite diet isolate 14275-BHL040517-GBD28228_13823-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATCTTTTATTTTCGGAGCTTGATCAGGAATATTCGGAACATCCTTAAGTATATTAATTCGAGCCGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAAACTATAATGTTATTGTTACAGCTCATGCTTTTATTATAAATTTTTTTATAGT

AATACCTATTTTAAGTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAA

AAATAATATAAGTTTTTGATTACTACCCCCATCTTTAATCCTTCTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613775 Paratanytarsus sp. water mite diet isolate 14278-BHL040517-GBD8206_9761-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATATTTTATTTTCGGTGCCTGATCAGGAATAGTGGGCACTTCCCTAAGAATATTAATTCGAGCAGAACTA

GGACATCCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCGTTTATTATAATTTTTTTC

ATAGTTAGACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGATTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613776 Paratanytarsus sp. water mite diet isolate 14281-BHL040517-GBD9891_24240-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAAGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCT

CGAATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAGGATCTATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613777 Paratanytarsus sp. water mite diet isolate 14283-BHL040517-GBD21577_18288-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGAGCCTGATCAAGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGTTTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATAAAAGATTTTGTCATCTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613778 Paratanytarsus sp. water mite diet isolate 14285-BHL040517-GBD7644_11363-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCATGCG

GGTTCTTTAATTTGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KR279360, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613779 Paratanytarsus sp. water mite diet isolate 14298-BHL040517-GBD19200_28809-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATATTTGGAGCTTGAGCGGGAATAGTAGGAACTTCTCTTAGTATTTTAATTCGAGCAGAATTAGGACATC

CTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAA

TAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613780 Paratanytarsus sp. water mite diet isolate 14330-BHL040517-GBD27852_19653-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGAAACTGACTTCTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613781 Paratanytarsus sp. water mite diet isolate 14337-BHL040517-GBD24653_5094-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACCTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCC

CGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTTTCAAGTTCATTTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613782 Paratanytarsus sp. water mite diet isolate 14339-BHL040517-GBD13499_22173-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGAGCTGAACTAGGACATCCC

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGCTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279360, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613783 Paratanytarsus sp. water mite diet isolate 14345-BHL040517-GBD20468_8424-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATTTTAATTCGAGCTGAACTAG

GACATCCCGGATCTTTAATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAGCTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCCCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613784 Paratanytarsus sp. water mite diet isolate 14349-BHL040517-GBD19227_26958-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCTTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGTGCCCCAGATATAGCTTTTCCTCA

AATAAATAATATAAGATTTTGACTACTTCCTCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613785 Paratanytarsus sp. water mite diet isolate 14374-BHL040517-GBD4469_19474-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACCCA

GGCTCAGTGACAGGAGACGACCAAATCTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATA

CCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAGTAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR283251, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613786 Paratanytarsus sp. water mite diet isolate 14379-BHL040517-GBD20651_7319-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATCATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAG

GACACCCTGGAACTTTTCTTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613787 Paratanytarsus sp. water mite diet isolate 14380-BHL040517-GBD12625_17933-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTTTACTTCATTTTCGGTGCCTTATCAAGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGATCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACGTCCCCCCTCTTTAACACTTTTACAATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613788 Paratanytarsus sp. water mite diet isolate 14388-BHL040517-GBD26726_11903-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTAAGTATATTAATTCGACTAGAATTAGGACA

CCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGAAATTGACTACTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAATA

AATAATATAAGATTTTGATTACTACCCCCATCATTAACCCTACTTCTATCAAGAAGATTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613789 Paratanytarsus sp. water mite diet isolate 14401-BHL040517-GBD20308_10200-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATAGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGGTGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613790 Paratanytarsus sp. water mite diet isolate 14404-BHL040517-GBD15705_23288-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTCGGTGCCCGATCAAGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGGTGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATGGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613791 Paratanytarsus sp. water mite diet isolate 14427-BHL040517-GBD13337_13741-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATATTTGGAGCTTGAGCGGGAATAGTAGGAACTTCTCTTAGTATTTTAATTCGAGCAGAATTAGGACATC

CAGGTGCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGCAATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGTTTTGGTAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAAT

AATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAGGAAGATTAATGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR758568, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613792 Paratanytarsus sp. water mite diet isolate 14431-BHL040517-GBD10892_14956-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAGTTGGAGGATTTGGGAATTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGGCTTCTTCCCCCCTCTTTAACTCTTTTACTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282105, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613793 Paratanytarsus sp. water mite diet isolate 14435-BHL040517-GBD26470_14059-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGAGCGGTAATAGTAGGAACTTCTCTTAGTATTTTAATTCGAGCAGAATTAGGACATC

CAGGTGCTTTAATTGGAGATGATCAAATTTATAATGTTATTGTTCCAGCTCATGCTTTTACTATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCATTTCCCCGTATAAA

TAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613794 Paratanytarsus sp. water mite diet isolate 14448-BHL040517-GBD25272_24078-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGTGCTTGATCAAGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATGGCTTTTCCACG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613795 Paratanytarsus sp. water mite diet isolate 14461-BHL040517-GBD16218_24786-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACATCCTTAAGAATATTAATTCGAGCTGAATTAGGA

CACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGACTATTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCATCTTTAACCCTTCTACTATCAAGAAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613796 Paratanytarsus sp. water mite diet isolate 14468-BHL040517-GBD24772_5220-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGAATATTAATTCGAGCAGAACTTGGTCACCCT

GGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTATAC

CTATTTTAATTGGAGGTTTTGGGAATTGACTTGTGCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAATAAATA

ATATAAGTTTTTGACTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KR758568, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613797 Paratanytarsus sp. water mite diet isolate 14469-BHL040517-GBD14670_22854-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACATCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGCCATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGCAATTGCTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTCTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613798 Paratanytarsus sp. water mite diet isolate 14470-BHL040517-GBD9331_3098-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACAC

CCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATGA

ATAATATAAGTTTTTGATTACTACCTCCTTCTCTTACCTTACTTTTAGTAAGCAGTATACTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR740890, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613799 Paratanytarsus sp. water mite diet isolate 14471-BHL040517-GBD15142_21631-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCCTTAATATTAGGAGCCCCAAATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTCTAACACTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613800 Paratanytarsus sp. water mite diet isolate 14491-BHL040517-GBD18888_5476-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGAAAATGCCTTTCCC

CCAATAAATAAATTAAGATTTTGACCTCCTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613801 Paratanytarsus sp. water mite diet isolate 14511-BHL040517-GBD15000_17870-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGAACTAGGAC

ACCCTGGATCTTTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGAAATTGACTACTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCATTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613802 Paratanytarsus sp. water mite diet isolate 14526-BHL040517-GBD24197_19887-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTTATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTATTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTCTACTTTCAAGTAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613803 Paratanytarsus sp. water mite diet isolate 14559-BHL040517-GBD17280_13537-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTTATTTTCGGTGCCTGATCAGGTATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCAGAACTAG

GACATCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTGTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613804 Paratanytarsus sp. water mite diet isolate 14623-BHL040517-GBD20083_10285-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGGACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGTTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613805 Paratanytarsus sp. water mite diet isolate 14657-BHL040517-GBD13509_19912-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAGGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR282105, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613806 Paratanytarsus sp. water mite diet isolate 14659-BHL040517-GBD11607_5483-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTTGGAGCTTGAGCTGGAATAGTAGGAACTTCCTTAAATATACTTATTCGAGCCGAATTAGGACGACCCG

GGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTACTATAATTTTTTTCATAGTTATACC

TATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAA

TATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATAGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613807 Paratanytarsus sp. water mite diet isolate 14670-BHL040517-GBD3975_11882-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACGCC

GGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGTCTTTAATATTAGGGGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATACAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613808 Paratanytarsus sp. water mite diet isolate 14758-BHL040517-GBD13794_16869-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTC

GGACATCCCGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTGCTATCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613809 Paratanytarsus sp. water mite diet isolate 14769-BHL040517-GBD6154_18779-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAACTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTATCAAGCAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613810 Paratanytarsus sp. water mite diet isolate 14800-BHL040517-GBD21834_5288-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAAAATATTAATTCGAACTGAACTAG

GACATCACGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGCAAGAAGTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613811 Paratanytarsus sp. water mite diet isolate 14801-BHL040517-GBD21484_2963-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATATTTTGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAATTTTAATTCGTGCTGAATTAGGACACCCTGG

AACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATACCT

ATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAAT

ATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613812 Paratanytarsus sp. water mite diet isolate 14824-BHL040517-GBD23313_13603-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTTTACATCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGTATATTAATTCGAGCTGAACTAG

GACATCCCGAAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613813 Paratanytarsus sp. water mite diet isolate 14832-BHL040517-GBD27718_9757-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTTTCAAGCGGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613814 Paratanytarsus sp. water mite diet isolate 14876-BHL040517-GBD9667_9144-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGTCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGTGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCTAGATATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCT

GGAACA

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613815 Paratanytarsus sp. water mite diet isolate 14908-BHL040517-GBD8460_10927-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCTGAACTAGGACATCCC

GGAACTTTTATTGGAGATGATCAAATTTATAATATAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTATTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613816 Paratanytarsus sp. water mite diet isolate 15076-BHL040517-GBD7376_10874-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGG

ACATCCCGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTACCACTAATATTAGGAGCCCCAGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTATTACCACCATCTCTAACTTTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR293963, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613817 Paratanytarsus sp. water mite diet isolate 15081-BHL040517-GBD18990_12689-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGG

ACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAAC---

CTTACTTTTATCAAAATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR292109, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613818 Paratanytarsus sp. water mite diet isolate 15138-BHL040517-GBD9306_9083-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTTTATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGTTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTGCTGCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613819 Paratanytarsus sp. water mite diet isolate 15151-BHL040517-GBD25588_22529-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGTACTTCCTTAAGAATTTTAATTCGAGCTGAACTAG

GACATCCCGGATCTTTTATGGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTTTTACTATCAAGTAGAATAGCGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613820 Paratanytarsus sp. water mite diet isolate 15196-BHL040517-GBD27923_11248-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCTCTAAGAATATTAATCCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCACGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613821 Paratanytarsus sp. water mite diet isolate 15212-BHL040517-GBD24665_20185-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTTTTTTTGGTGCTTGATCAGGAATAGTGGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCTCTAACTCTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613822 Paratanytarsus sp. water mite diet isolate 15253-BHL040517-GBD16806_7754-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAATCAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCACG

AATAAATAATATAAGATTTTGACTTCTTCCCCCATCTTTAACTCTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613823 Paratanytarsus sp. water mite diet isolate 15266-BHL040517-GBD22264_3041-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTAGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GGTACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KM905578, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613824 Paratanytarsus sp.  water mite diet isolate 498-BHL040517-GBD12788_15995-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGTAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGGA

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613825 Paratanytarsus sp.  water mite diet isolate 704-BHL072216-GBD5883_13917-Arr96 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613826 Paratanytarsus sp.  water mite diet isolate 746-BHL040916-GBD17286_28907-Ldc69 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAAGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613827 Paratanytarsus sp.  water mite diet isolate 1092-BHL100916-GBD8913_12438-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTCCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGTCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCCTCCCCCCTCTTTAACCCTTTTACTCTCAAGAAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613828 Paratanytarsus sp.  water mite diet isolate 1283-BHL110116-GBD16053_7394-Lq45 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613829 Paratanytarsus sp.  water mite diet isolate 1400-BHL110116-GBD10158_22852-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTACTTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCTCCAGATATAGCTTTCCCTCG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTTTTACTTTCAAGAAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613830 Paratanytarsus sp.  water mite diet isolate 1457-BHL110116-GBD15886_21077-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGAATACTTCCCCCATCTTTAACACGACATCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613831 Paratanytarsus sp.  water mite diet isolate 1553-BHL110116-GBD27524_16888-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTAAACTAGGA

CATCCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613832 Paratanytarsus sp.  water mite diet isolate 1679-BHL110116-GBD15135_3505-Lq47 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATTTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTTGAGGTTTTGGCAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATA

AATAATATACGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTACTGGAAAATGGTGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613833 Paratanytarsus sp.  water mite diet isolate 1767-BHL110116-GBD14067_7781-Ldc71 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCCTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613834 Paratanytarsus sp.  water mite diet isolate 1826-BHL022317-GBD20682_26375-Ldc88 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCAGCTTTAACCCTTCTACGATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613835 Paratanytarsus sp.  water mite diet isolate 1837-BHL072216-GBD17014_27546-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGATATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613836 Paratanytarsus sp.  water mite diet isolate 1849-BHL072216-GBD6694_17151-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGCTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTCTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613837 Paratanytarsus sp.  water mite diet isolate 1863-BHL072216-GBD26319_12594-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATACTTATTCGAGCAGAATTAGGAC

AACCTGGAACATTTATTGGAGATGACCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCACCCGATATAGCTTTTCCCCGAAT

AAATAATATAAGCTTTTGATTACTTCCCCCATCTTTAACCCTCCTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613838 Paratanytarsus sp.  water mite diet isolate 1869-BHL022317-GBD20618_6800-Ldc89 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTTAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTGTTGGGAATTGACTTATTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613839 Paratanytarsus sp.  water mite diet isolate 2209-BHL072216-GBD2098_12451-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAACAATAGAAGATTTTGACTACATCCCCCCTCTTTAACTCTTTTACGGACAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613840 Paratanytarsus sp.  water mite diet isolate 2223-BHL072216-GBD18772_23244-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCACCCGATATAGCTTTTCCACGTAT

AAATAATATAAGTTTTTGATTACTGCCCCCATCTTTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613841 Paratanytarsus sp.  water mite diet isolate 2285-BHL072216-GBD18734_17515-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGGACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGATTTTGATTACTTCCCCCATCTTTAACCCTACTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613842 Paratanytarsus sp.  water mite diet isolate 2329-BHL072216-GBD12448_13633-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTCGGTGCCTGATCAAGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCATTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR282105, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613843 Paratanytarsus sp.  water mite diet isolate 2512-BHL072216-GBD10868_13429-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACGTCCCCCCTCATTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613844 Paratanytarsus sp.  water mite diet isolate 2522-BHL072216-GBD17745_25329-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGAGTTTGACTTCTTCCCCGATCTGTAACTCTGTCACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613845 Paratanytarsus sp.  water mite diet isolate 2651-BHL072216-GBD10189_4233-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGGTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTGTTGATTACTTACCCCATCTTTAACCCTTATTCGATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613846 Paratanytarsus sp.  water mite diet isolate 3218-BHL032417-GBD6946_18051-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCTTTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCT

AATAAAAAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613847 Paratanytarsus sp.  water mite diet isolate 3281-BHL032417-GBD5014_13620-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

AGACATCCCGGAACTTTTATTGGAGATGACCAATTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAGCTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTCTAACTCTTTTACTTTCAAGTAGAATGGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613848 Paratanytarsus sp.  water mite diet isolate 3572-BHL032417-GBD9584_5448-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTACCCCCATCTTTAACACTTCTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613849 Paratanytarsus sp.  water mite diet isolate 3632-BHL032417-GBD21771_8249-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCCGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGAAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATGATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613850 Paratanytarsus sp.  water mite diet isolate 3744-BHL032417-GBD15582_12436-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTATCAAGTACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613851 Paratanytarsus sp.  water mite diet isolate 4243-BHL032417-GBD9484_7972-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAGATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAACATAAGATTTTGACTACTTCCCCCATCTTTAACTCTTTTACTATCAAGAAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613852 Paratanytarsus sp.  water mite diet isolate 4506-BHL032417-GBD23315_15012-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAAAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTGTTCCTCGAATA

AATAATATAAGATTTTGGCTTCTACCCCCCTCTTTAACTCTACTACTTTCAAGTAGAATAGTGAAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613853 Paratanytarsus sp.  water mite diet isolate 4510-BHL032417-GBD11064_14319-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGGACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATACAATATTTTGACATCATCACCCCTCTTTAACACTTTTACTGTCAAGTAGAATAGTGGAAAATGGAACTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613854 Paratanytarsus sp.  water mite diet isolate 4518-BHL032417-GBD26354_19599-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGACTAGTAGGAACTTCCCCAAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGAACTTTTATTGGAGATGAGCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTAGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613855 Paratanytarsus sp.  water mite diet isolate 4525-BHL032417-GBD27535_19283-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTAGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613856 Paratanytarsus sp.  water mite diet isolate 4528-BHL032417-GBD17345_8258-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGACCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTCATACCACCCTCTGTAACTCGGTTACTTTCAAGGAGAATAGTGGAAAACGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613857 Paratanytarsus sp.  water mite diet isolate 4533-BHL032417-GBD25796_20879-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTATGAATATTAATTCGAGCTGAACTAGGCCA

TCCTGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGAGTTGGGAACTGATTATTGCCTTTAATATTAGGAACCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCGTTAACTCTTTTACTTTCAAGTAGAAAAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613858 Paratanytarsus sp.  water mite diet isolate 4536-BHL032417-GBD13157_13902-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAGGACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTGA

TACCTATTTTAATTGGAGGATTTGGGAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613859 Paratanytarsus sp.  water mite diet isolate 4543-BHL032417-GBD3481_20765-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTAATGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCGTTCCTCGAA

AAAATAATATAAGATTTTGAATTCTTCCCCCCTCTTTAACTCTTTTACTTTCCAGTAGAATAGTGGAAAAAGGAGCTGGAA

CCGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613860 Paratanytarsus sp.  water mite diet isolate 4555-BHL032417-GBD6641_22976-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCATGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCCGTTTTAATTGGAGGATTTGTGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTGTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGATGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613861 Paratanytarsus sp.  water mite diet isolate 4558-BHL032417-GBD17397_3339-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGGGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAGTGTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTACTGTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGGCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGTGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613862 Paratanytarsus sp.  water mite diet isolate 4564-BHL032417-GBD27328_12775-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGACA

CACTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAGATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613863 Paratanytarsus sp.  water mite diet isolate 4572-BHL032417-GBD18504_8183-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATACTTCATTTCTGGTGCCTGATCAGGAATAGTCGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGG

ACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAACATAAGATTTTGACTACTTCCCCCATCCTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR292109, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613864 Paratanytarsus sp.  water mite diet isolate 4575-BHL032417-GBD21928_19567-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCCT

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCACCTCTTTAACGCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613865 Paratanytarsus sp.  water mite diet isolate 4576-BHL032417-GBD26180_17601-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGTCATCCTGG

AACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATACCT

ATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAAT

ATAAGATTTTGACTACTACCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613866 Paratanytarsus sp.  water mite diet isolate 4582-BHL032417-GBD28523_14858-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGACCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613867 Paratanytarsus sp.  water mite diet isolate 4584-BHL032417-GBD17993_7021-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTAGAGCTGAACTAGGAC

ATCCTGAAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCCTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTGTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613868 Paratanytarsus sp.  water mite diet isolate 4585-BHL032417-GBD12271_3342-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCTTGATCAGGAATAGTAGGCACTTCCCTAAGAATGTTAATTCGAGCTGAACTAGGAC

ATCCTGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTTATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613869 Paratanytarsus sp.  water mite diet isolate 4587-BHL032417-GBD10232_9385-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGTCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGACCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCATCCTCCCTCTTTAACACTTTTACGTTCAAGTAGAATAGTGGAAAATGGAGCAGCAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613870 Paratanytarsus sp.  water mite diet isolate 4588-BHL032417-GBD14124_5125-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACCTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGCACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGCCT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACACTTTTCCTTTCAAGTAGAATAGTGGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613871 Paratanytarsus sp.  water mite diet isolate 4593-BHL032417-GBD24357_15879-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTATGTGCCCCAGATAAAGCCTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCCTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613872 Paratanytarsus sp.  water mite diet isolate 4596-BHL032417-GBD22455_11410-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGTTGAACTAGAACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCACTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAGCA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613873 Paratanytarsus sp.  water mite diet isolate 4601-BHL032417-GBD20348_5958-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACCCTTTTTCTTTCAAGTACAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613874 Paratanytarsus sp.  water mite diet isolate 4608-BHL032417-GBD13617_5765-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TAGACTTCATTTTTGGGGCCTGATCAGGAAGAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCCT

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCGTTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGCGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613875 Paratanytarsus sp.  water mite diet isolate 4612-BHL032417-GBD2524_14454-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGATTTCTTCCCCCCTCTTTAACTCTATTACTATCAAGCAGAATAGTGGGAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613876 Paratanytarsus sp.  water mite diet isolate 4613-BHL032417-GBD17943_11270-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTTGGTGCCTGATCAGGATTAGCAGGAACTTCTCTAAGAATATTATTTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAACATAAGATTTTGACTTCTTCCCACCTCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613877 Paratanytarsus sp.  water mite diet isolate 4617-BHL032417-GBD27450_21475-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGTAACTGATTATTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTTTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR294834, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613878 Paratanytarsus sp.  water mite diet isolate 4618-BHL032417-GBD11916_8046-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGTATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGTACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTCTAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACGTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613879 Paratanytarsus sp.  water mite diet isolate 4620-BHL032417-GBD22077_12503-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGATCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCGTCCCTCCTCTTTAACACTTCTTCAATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613880 Paratanytarsus sp.  water mite diet isolate 4621-BHL032417-GBD18984_16801-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTATGAACTTCCCTACGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTCTAACGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGTGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613881 Paratanytarsus sp.  water mite diet isolate 4623-BHL032417-GBD7727_21064-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGTGCCTGATCGGGAATAGTAGGAACTTCCCTAAGTATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTCTTCTGTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613882 Paratanytarsus sp.  water mite diet isolate 4626-BHL032417-GBD18497_28842-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGCAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGTGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGAAATAGCTTTTCCTCGAAA

AAAAAAAAAAAAATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613883 Paratanytarsus sp.  water mite diet isolate 4631-BHL032417-GBD2602_16444-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTGGGTGCCTGATCAGGATTAGTAGGAACTTCTCTAAGAAGATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTGGGAGCCCCAGACATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613884 Paratanytarsus sp.  water mite diet isolate 4637-BHL032417-GBD17338_3094-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCATAAGAATACTAATTCGAGCTGAACTAGGACAT

CCTGGAACTTTAATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTACCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR764064, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613885 Paratanytarsus sp.  water mite diet isolate 4638-BHL032417-GBD10434_18746-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGACCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTAGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAAGAAAAGATTTTGACTTCTTCCCCCATCTTTAACTCTGTTACTTGCAAAAAGAATAGTGGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613886 Paratanytarsus sp.  water mite diet isolate 4639-BHL032417-GBD4791_14224-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCAGAATTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCATTAATATTAGGAGCCCCAGACATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTACCCCCCTCTCTAACTCTTCTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613887 Paratanytarsus sp.  water mite diet isolate 4646-BHL032417-GBD15301_16797-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATATTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

CCCTGGAACTTTTATTGGTGATGACCAAATTTCTAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613888 Paratanytarsus sp.  water mite diet isolate 4647-BHL032417-GBD26900_10126-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCTTTTCCTCGCAT

AAATAATAAAAGATTTTCACCTCATCCCCCCTCTTTAACTCTTTTACATTCAAGTAGAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613889 Paratanytarsus sp.  water mite diet isolate 4648-BHL032417-GBD27673_21981-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGCACTTCCCTAAGAATATTAATTCGAGTTGAACTAGGA

CATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTACCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTAGAAAATGGAGCTGGA

GCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR294834, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613890 Paratanytarsus sp.  water mite diet isolate 4650-BHL032417-GBD25571_13252-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCATCTTTAACTCTATTACAACCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613891 Paratanytarsus sp.  water mite diet isolate 4651-BHL032417-GBD29051_17846-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGTAGCCCCAGATATAGCTTTTCCTCGAAA

AAATAATAAAAGATTTGGACTTCTTCCCCCCTCTTTAACACATTTACTTACAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613892 Paratanytarsus sp.  water mite diet isolate 4652-BHL032417-GBD4029_14330-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGACTACTCCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613893 Paratanytarsus sp.  water mite diet isolate 4658-BHL032417-GBD28110_15706-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACATTATACTTCATTTTTGGGGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCAGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCCTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTTGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613894 Paratanytarsus sp.  water mite diet isolate 4659-BHL032417-GBD18918_16946-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTACTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGATCTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACATCCACCCACTGTAACGCTTTTACTTTCAAGTAGAATAGGGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613895 Paratanytarsus sp.  water mite diet isolate 4663-BHL032417-GBD20988_19196-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTACCTGATCAGGAATAGTAGGAACTTTCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTGCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCGCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613896 Paratanytarsus sp.  water mite diet isolate 4665-BHL032417-GBD3781_22390-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTTGGTGCCTGATCAGGAATAGTAGGATCTTCCCTAAGTATATTAATTTGAGCTGAACTAGGA

CATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCTTAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTACCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTAGACTACTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR294834, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613897 Paratanytarsus sp.  water mite diet isolate 4666-BHL032417-GBD26310_11879-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGTATAGTAGAAACTTCCCTAAGAATATTAATTCGAGCTGAACTCGGCCA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAATA

AATAGTATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTGTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613898 Paratanytarsus sp.  water mite diet isolate 4674-BHL032417-GBD26442_11242-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATCTTTTGGTGCTTGATCAGGATTAGTAGGACCTTCCCTAAGAATATTATTTCGAGCTGAACTAGGCC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613899 Paratanytarsus sp.  water mite diet isolate 4678-BHL032417-GBD24662_7989-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTCATTTTTGGGGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGGACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613900 Paratanytarsus sp.  water mite diet isolate 4684-BHL032417-GBD15177_2565-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGAACTTTTATTGGAGATGACCATATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTACCTCTTTTACTTTCAAATAGAATCGTGGAAAATGGAGCTGGTCCA

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR747869, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613901 Paratanytarsus sp.  water mite diet isolate 4686-BHL032417-GBD13912_5137-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTATTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATGCGAGCTGAACTAGGAC

ATCCTGTAACTTTTAGTGGAGATGACCATATTTATAATGTAATTGGTACAGCTCATGCAATTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATGGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613902 Paratanytarsus sp.  water mite diet isolate 4689-BHL032417-GBD15887_2525-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

ACCCGTAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCCCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGACCCCGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGACCA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR747869, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613903 Paratanytarsus sp.  water mite diet isolate 4691-BHL032417-GBD13810_4225-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ACCCTGGAACATTTATTGGAGATGACCAAATGTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACAAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTTCTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613904 Paratanytarsus sp.  water mite diet isolate 4694-BHL032417-GBD22323_23318-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCTCGAATA

AATAATATAAGATTTTGAATTCTTCCCCCATCTTTAACTCTGTTACTATCAAGAAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613905 Paratanytarsus sp.  water mite diet isolate 4695-BHL032417-GBD25308_19055-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTCTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGTATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATACTTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTACAATAGTGGAAAATCGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613906 Paratanytarsus sp.  water mite diet isolate 4701-BHL032417-GBD10994_4127-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGACTGATCAGGAGTAGTAGGAACTTCAATAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATATTTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613907 Paratanytarsus sp.  water mite diet isolate 4704-BHL032417-GBD16321_6438-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGAAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGGTTTGGAAACTGATTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTTTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613908 Paratanytarsus sp.  water mite diet isolate 4707-BHL032417-GBD29053_17603-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTATGTATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCACCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613909 Paratanytarsus sp.  water mite diet isolate 4709-BHL032417-GBD27808_10600-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATGGTAGGAACTTCCCTAAGAATGTTAATTCGCGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGTATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAA

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCAGTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613910 Paratanytarsus sp.  water mite diet isolate 4712-BHL032417-GBD4222_23207-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613911 Paratanytarsus sp.  water mite diet isolate 4720-BHL032417-GBD20956_19641-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTTGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACATCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGAATATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCACCATCTTTAACTCTTTTACTTTCAAGTAGAATAGCGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613912 Paratanytarsus sp.  water mite diet isolate 4725-BHL032417-GBD19035_27252-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTTATTTTTGGTGCCTGATCAGGAATATTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTACCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCATCTTTAACCCTTCTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR294834, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613913 Paratanytarsus sp.  water mite diet isolate 4726-BHL032417-GBD23650_7281-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTATGACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATCGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAATAA

ATAATATAAGATTTTGACTACTTCCACCCTCTTTAACTCTATTACTTTCAAGTAGGATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613914 Paratanytarsus sp.  water mite diet isolate 4729-BHL032417-GBD23166_8814-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATTTTAATTCGAGCTGAACTAGGTCA

TGCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCATCTTTAACTTTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613915 Paratanytarsus sp.  water mite diet isolate 4730-BHL032417-GBD24861_6401-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGATCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCGTCCCCTCGCTTTAACTAGTTTGCTGTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613916 Paratanytarsus sp.  water mite diet isolate 4734-BHL032417-GBD23812_7110-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGTACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATAAAGCTTTTCCTCGAATA

AATAAAAAAAGATTTTGACCTCTTCCCCCCTCATTAACCCCTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613917 Paratanytarsus sp.  water mite diet isolate 4735-BHL032417-GBD10846_14873-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGAGCATGATCAGAAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACACTGTTACTAGCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613918 Paratanytarsus sp.  water mite diet isolate 4739-BHL032417-GBD20966_13306-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTTATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACA

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613919 Paratanytarsus sp.  water mite diet isolate 4742-BHL032417-GBD11959_8302-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTGTCCTTCATTTTTTGGTGCCTGATCAGGAATAGTAGTAACTTCCCTAAGATTATTAATTCGAGCTGAACTAGGAC

ATCCTGTAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGAAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTGTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTGTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613920 Paratanytarsus sp.  water mite diet isolate 4745-BHL032417-GBD29582_13659-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACCTCATTTTTGGGGCCTGATCAGGAATAGTAGGGACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

GTCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTTGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613921 Paratanytarsus sp.  water mite diet isolate 4746-BHL032417-GBD21246_27244-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTTATTCGAGCTGAATTAGGACA

TCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTATAATTGGAGGATTTGGGGACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613922 Paratanytarsus sp.  water mite diet isolate 4747-BHL032417-GBD24195_16641-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTGTACTTCATTTTTGGTGCCTGGTCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGATCTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCATATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGAATTTGACTTCTTCCCCCCTCGTTAACTCGTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613923 Paratanytarsus sp.  water mite diet isolate 4751-BHL032417-GBD26620_12732-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGACTATTAATTCGAGCTGAACTAGGATA

TCCTGGAACTTTTATAGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTGTTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTCTAACTCTATTACTTGCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613924 Paratanytarsus sp.  water mite diet isolate 4769-BHL032417-GBD18429_15607-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATCTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCTGAATTAGGACAT

CCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATCGTTACAGCACATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613925 Paratanytarsus sp.  water mite diet isolate 4770-BHL032417-GBD26998_13001-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGGGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGATCTAGGACA

TCCTGGAACTTTTTTTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGTATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTCTGACTACTTCCCCCCTCTCTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613926 Paratanytarsus sp.  water mite diet isolate 4772-BHL032417-GBD16509_4621-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTGTTGGAGCCTGATCAGGAATGGTAGGAACTTCCCTAAGAATATTAATCCGAGCTGAACTAGGACA

TCCTGTAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCGTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613927 Paratanytarsus sp.  water mite diet isolate 4773-BHL032417-GBD9240_22325-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGTTGAACTAGGACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGGATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613928 Paratanytarsus sp.  water mite diet isolate 4776-BHL032417-GBD24018_6055-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGG

ACATCCTGGAACTTTTATTGGTGATGACCATATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATCTGGAAATTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACACTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR293963, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613929 Paratanytarsus sp.  water mite diet isolate 4777-BHL032417-GBD21164_23107-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTAAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTGGCAGGAAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613930 Paratanytarsus sp.  water mite diet isolate 4778-BHL032417-GBD5444_6440-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTTATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTCCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613931 Paratanytarsus sp.  water mite diet isolate 4783-BHL032417-GBD19957_23586-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTTGTAACTTCCCTTAGACTATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCACTGTAACTCTGTTACTTTCACGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613932 Paratanytarsus sp.  water mite diet isolate 4788-BHL032417-GBD25426_8423-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGCGTCTGATCAGGAATAGTAGGAACTTCCTTATGAATATTACTTCGAGTTGAACTAGGACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGAGTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613933 Paratanytarsus sp.  water mite diet isolate 4792-BHL032417-GBD8594_14649-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTGTATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATAATAATTTTTTTCATAGTTA

TACCTATTTTAATTAGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTTCCCCCTCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613934 Paratanytarsus sp.  water mite diet isolate 4796-BHL032417-GBD10424_19214-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCTTTATACTTCATTTTTGGTGCCTGATCCGGAATAGTAGGAACTTCCCTAAGAATATTTATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCAAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAATGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613935 Paratanytarsus sp.  water mite diet isolate 4797-BHL032417-GBD28259_14186-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCGTTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCATTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTGTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCCTTTTCTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613936 Paratanytarsus sp.  water mite diet isolate 4799-BHL032417-GBD20704_22500-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGTCTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCTGAACTATGACAT

CCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTACTTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCATCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613937 Paratanytarsus sp.  water mite diet isolate 4802-BHL032417-GBD2433_12835-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTATGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCATTTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACACTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613938 Paratanytarsus sp.  water mite diet isolate 4803-BHL032417-GBD25215_23750-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTTCTTTATACTTTATTTTTGGGGCCTGATCAGGAATTGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCAGACATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTCTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACA

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR283845, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613939 Paratanytarsus sp.  water mite diet isolate 4806-BHL032417-GBD27732_17666-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTACACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATAATAATTCGACCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGTCCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTCTAATATTAGGAGCCCTAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCCTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613940 Paratanytarsus sp.  water mite diet isolate 4807-BHL032417-GBD13857_18255-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGCTCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAAGTAGGAC

ATCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTAATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGATCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACACTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613941 Paratanytarsus sp.  water mite diet isolate 4817-BHL032417-GBD18436_6945-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCATGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATATT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCATTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTACCACCATCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613942 Paratanytarsus sp.  water mite diet isolate 4818-BHL032417-GBD15257_26576-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGAGCATGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGAATTTGGGAATTGATTATTACCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR294834, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613943 Paratanytarsus sp.  water mite diet isolate 4826-BHL032417-GBD14514_6642-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTTATTCGAGTTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAGATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTCTGACTTCTTCCCCCCTCTCTAACTCTTTCACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613944 Paratanytarsus sp.  water mite diet isolate 4829-BHL032417-GBD23938_5120-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTATGAATATTAATTCGAGCTGAACTAGGACA

CCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATCTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTCTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTCTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613945 Paratanytarsus sp.  water mite diet isolate 4833-BHL032417-GBD2909_10631-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTGAATTTTTGGAGACTGATCAGGAATAGTAGGAACTTCCCGAAGAATATTAATTCGAGTTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613946 Paratanytarsus sp.  water mite diet isolate 4839-BHL032417-GBD15564_27515-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGGGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCT

CGAATAAACAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATCGCGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613947 Paratanytarsus sp.  water mite diet isolate 4842-BHL032417-GBD3266_9626-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACATCATTTTTGGTGCATGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAGGACAT

CCTGGAACTTTTATTGGAGATGGCCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTTGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTCTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613948 Paratanytarsus sp.  water mite diet isolate 4844-BHL032417-GBD25838_19795-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAGCTTCCTTAAGAATATTAATTCGAGTTGAACTAGGACA

TCATGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGAGTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613949 Paratanytarsus sp.  water mite diet isolate 4846-BHL032417-GBD18958_25988-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TACACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTATGATCCCCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACTACGTCCCCCCGCTTTAACTCGTTTACGTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613950 Paratanytarsus sp.  water mite diet isolate 4849-BHL032417-GBD21947_8608-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTTATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGTGACTGATTATTGACTTTAATATTAGGAGCCCCAGGTATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613951 Paratanytarsus sp.  water mite diet isolate 4852-BHL032417-GBD28123_19275-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCAGAACTAGGACAT

GCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTATTCCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAGAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613952 Paratanytarsus sp.  water mite diet isolate 4853-BHL032417-GBD19096_27802-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTATGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGCATA

AATAATATAAGAATTTGACTTCTTCCCCCCTCTTTAACTCATTTAATTGCAAGTAGAATAGTGGAAAATGGAGCTG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613953 Paratanytarsus sp.  water mite diet isolate 4854-BHL032417-GBD25770_5741-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGCACTTCCTTAAGAATATTAATTCGAGCTAAACTAGGACA

TCCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTGCCTCGAATA

AATAATATAAGATTTTGACTACTGCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613954 Paratanytarsus sp.  water mite diet isolate 4864-BHL032417-GBD26660_20244-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGACCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGTGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTTTAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATATTGACATCTTCCCCCCGCTTTAACTCATTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613955 Paratanytarsus sp.  water mite diet isolate 4868-BHL032417-GBD19132_23051-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTATGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCGGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGC

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAAGATTAGGAGCCCCAGATATAGCCTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCGTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613956 Paratanytarsus sp.  water mite diet isolate 4870-BHL032417-GBD27420_20980-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCAGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCTTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613957 Paratanytarsus sp.  water mite diet isolate 4871-BHL032417-GBD5822_21312-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAACTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTCTTCCTCGCAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCGATAACTCGATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613958 Paratanytarsus sp.  water mite diet isolate 4873-BHL032417-GBD25927_19309-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGCGCCTGATCAGGAATGGTAGGAACTTCCCTAAGTATATTAATTCGAGTTGAACTATGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCATTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR295226, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613959 Paratanytarsus sp.  water mite diet isolate 4875-BHL032417-GBD17854_15301-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGGAATGACTATTGCCTTTAATATTAGTAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATAAAAGATTTTGACTTCCTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613960 Paratanytarsus sp.  water mite diet isolate 4878-BHL032417-GBD23791_10229-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGTAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGTAGCCCAAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTGCTTCCAACCTCTTTAACGCGGTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613961 Paratanytarsus sp.  water mite diet isolate 4879-BHL032417-GBD14616_4562-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGGGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCAATTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTTATTATTGCCTTTAATATTAGGAGCCCAAGATATAACTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGACCA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613962 Paratanytarsus sp.  water mite diet isolate 4883-BHL032417-GBD27788_12801-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTAATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAACGCAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTACCTCTATTACTTACAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613963 Paratanytarsus sp.  water mite diet isolate 4884-BHL032417-GBD8748_12886-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAACTGAACTAT

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTACTTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCACCCTCTCTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613964 Paratanytarsus sp.  water mite diet isolate 4885-BHL032417-GBD26469_20512-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCCTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGCACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCACTTTAACTCTTTTACTTGCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613965 Paratanytarsus sp.  water mite diet isolate 4891-BHL032417-GBD18373_27746-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGTACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGTATTTGGGAACTGATTATTGCCTTTAATATTAGGGGCACCAGATATAGCTTTTCCTCGAATA

AAAAATATAAGATTTTGACTTCGTCCCCCCGCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613966 Paratanytarsus sp.  water mite diet isolate 4897-BHL032417-GBD6890_8024-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGTATAGTAGGAACTTCCCTAAGAATACTAATTCGAGCTGAACTAGGACG

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR664189, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613967 Paratanytarsus sp.  water mite diet isolate 4900-BHL032417-GBD24127_18182-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGTGCCTGATCAGGTATAGTAGGTACTTCCCTAAGTATGTTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATGCCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGACCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613968 Paratanytarsus sp.  water mite diet isolate 4903-BHL032417-GBD20041_8591-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGCTCAGGAATAGTAGTAACTTCCCTAAGAATATTAATTCGAGCTGAACTCGGACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCGTTAACTCTGGCACTTGCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613969 Paratanytarsus sp.  water mite diet isolate 4905-BHL032417-GBD8205_13397-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGACCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGCTTTGGTAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGACTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613970 Paratanytarsus sp.  water mite diet isolate 4908-BHL032417-GBD28165_20995-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCACCCGCGGAAACTCTTTTACTTTCAAGTAGAATCGTAGAAAATGGAGCGGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613971 Paratanytarsus sp.  water mite diet isolate 4912-BHL032417-GBD15947_3038-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACATTTATTGGAGATGACCATATTTATAATGAAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGACCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTCACTCTTTTACTTTCAAATACAATCGTGGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613972 Paratanytarsus sp.  water mite diet isolate 4914-BHL032417-GBD12629_9259-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGATTATACTTCATTTTTGGTGCCTGATCAGGAATCGTAGGAACTTCCCTCAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCGGCCCCCCTCGTTAACTCTTTTACTAGCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613973 Paratanytarsus sp.  water mite diet isolate 4916-BHL032417-GBD6393_22030-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATTTTAATTCGAGCTAAACTAGGACA

TCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAAGATTTGGGAGCTGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613974 Paratanytarsus sp.  water mite diet isolate 4919-BHL032417-GBD12221_4944-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATCGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTCTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAATAGAATAGTGGAAAATGGAGCTGGAAC

A

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613975 Paratanytarsus sp.  water mite diet isolate 4920-BHL032417-GBD28662_12224-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCACGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTTTTCCCTTTAATATTAGGAGCCCCAGATATGGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613976 Paratanytarsus sp.  water mite diet isolate 4923-BHL032417-GBD25612_24105-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGGGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGATCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGACCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTTTTTTACCTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613977 Paratanytarsus sp.  water mite diet isolate 4926-BHL032417-GBD27704_10395-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCGGGAATAGTAGGAACTTCATTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTTCACATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGACTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTCTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613978 Paratanytarsus sp.  water mite diet isolate 4933-BHL032417-GBD19931_24938-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATTTTCTTTATAG

TTATATCAATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613979 Paratanytarsus sp.  water mite diet isolate 4938-BHL032417-GBD16355_24275-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGTAACTGATTATTGCCTTTAATATTTGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTGCTTCCCCCCTCTCTAACACCTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613980 Paratanytarsus sp.  water mite diet isolate 4941-BHL032417-GBD23509_25232-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATTCTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTCAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGAGATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCACTTTAACTCATTTACTACCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613981 Paratanytarsus sp.  water mite diet isolate 4942-BHL032417-GBD7530_22189-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATAACTATTTTAATTAGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCACCCACGTTAACTCTGTTACTTTCAAGTAGAATAGTGGGAAATGGAGCTGAAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613982 Paratanytarsus sp.  water mite diet isolate 4943-BHL032417-GBD11084_3768-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTAATTTTTGGTGCCTGATCAGGAATAGTAGGAACATCTCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATACTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTGTTTCATAG

TGATACCTATTTTAATTGGAGGATTTGGGATCTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613983 Paratanytarsus sp.  water mite diet isolate 4944-BHL032417-GBD10542_25839-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACCTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTAGGAACTGATTATTGCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCATCTGTAACTCTATTACTGTCAAGTAGAATAGTGGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613984 Paratanytarsus sp.  water mite diet isolate 4946-BHL032417-GBD15160_2179-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGATCATTATACTTCATTTTGGGGGCCGGATCGGGAATAGAAGGAACTTCCCTAGGAATATTAATTCGAGCGGAACT

AGGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613985 Paratanytarsus sp.  water mite diet isolate 4950-BHL032417-GBD24728_14761-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCACTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGTGAACTGATTATTTCCTTTAATATTATGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACAATCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613986 Paratanytarsus sp.  water mite diet isolate 5071-BHL032417-GBD23352_7987-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTTACATCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613987 Paratanytarsus sp.  water mite diet isolate 5083-BHL032417-GBD15581_5521-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCAGATCAGGAATAGTGGGAGCTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGTAACTTTTATTGGAGATGACCAAATTTATAGTGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCACAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613988 Paratanytarsus sp.  water mite diet isolate 5089-BHL032417-GBD20832_7658-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTGCTGCCCCCATCATTAACTCTATTACTATCAAGAAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613989 Paratanytarsus sp.  water mite diet isolate 5096-BHL032417-GBD18872_14668-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATCATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGATCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCA

CGAATAAATAATATAAGATTTTGACTTCTTCCCTCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613990 Paratanytarsus sp.  water mite diet isolate 5102-BHL032417-GBD22180_17314-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCTTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTAATGGAGATGACCAAATTTATAATATAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACCTCATCCCCCCTCTTTAACTCGTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613991 Paratanytarsus sp.  water mite diet isolate 5115-BHL032417-GBD27677_15188-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGAGCCTGATCAGGAATAGTGGGCACTTCTCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAATTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCTCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613992 Paratanytarsus sp.  water mite diet isolate 5131-BHL032417-GBD7202_11871-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGATCTTTATATTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613993 Paratanytarsus sp.  water mite diet isolate 5144-BHL032417-GBD11271_19828-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTCCATTTTACTTCATTTTCGGTGCCTGATCAGGAATAATGAGAACTTCCCTAAGAATCTTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACGTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613994 Paratanytarsus sp.  water mite diet isolate 5157-BHL032417-GBD18229_2839-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTCTCGGTGCCTGATCAGAAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTACTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCCTTTACTTTCAAGTAGAATAGTGGAAAATGGCGCT

GGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613995 Paratanytarsus sp.  water mite diet isolate 5186-BHL032417-GBD13882_12929-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACT

AGGACATCCCGGAACTTTTATTGGATACGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGACTCTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613996 Paratanytarsus sp.  water mite diet isolate 5227-BHL032417-GBD7641_22879-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGTTCAGGAATAGTGGGAACTTCCTTAAGATTATTAATTCGAGCTGACCTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATATTTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGATCCCCAGATACAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW613997 Paratanytarsus sp.  water mite diet isolate 5253-BHL032417-GBD3843_10033-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATCTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTGGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGGGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAACTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCT

TGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613998 Paratanytarsus sp.  water mite diet isolate 5255-BHL032417-GBD13975_8319-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCTTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGACTACGGCCCCCCTCTTTAACTCTTTTACTAGCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279360, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW613999 Paratanytarsus sp.  water mite diet isolate 5290-BHL032417-GBD9628_24687-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATCCTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTACGACTATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGATCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCGTTAACTCTGTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614000 Paratanytarsus sp.  water mite diet isolate 5312-BHL032417-GBD3658_15816-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATTTTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCCTTAATATTAGGAGCCCCAGATATAGCCTTTCCT

CGAATAAATAATGTAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAGGTAGAATAATGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614001 Paratanytarsus sp.  water mite diet isolate 5327-BHL032417-GBD10333_26597-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGAGAATGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTCCTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCCTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614002 Paratanytarsus sp.  water mite diet isolate 5357-BHL032417-GBD22595_26837-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATCTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGATATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTACTATTAGGAGCCCCAGATACAGCTTTTCCTC

GAATGAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614003 Paratanytarsus sp.  water mite diet isolate 5372-BHL032417-GBD20074_23656-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGGATAGTGGGAACTTCCCTGAGAATATTAATTCGAGCTAAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATAAAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTCCATTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614004 Paratanytarsus sp.  water mite diet isolate 5394-BHL032417-GBD29287_13649-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAATGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGATCAACTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTACCTTTAATATTAGGAGCCCCAGATATAGCTTTGCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614005 Paratanytarsus sp.  water mite diet isolate 5414-BHL032417-GBD26635_22384-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGACCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGCACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCATTAATATTAGGATCCCCAGAGATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCGCTTTAACTCGTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614006 Paratanytarsus sp.  water mite diet isolate 5429-BHL032417-GBD19580_18401-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGTATATTTATTCGAGCTGAACTAGGACA

TCCTGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGTGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTTTTACTGTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614007 Paratanytarsus sp.  water mite diet isolate 5449-BHL032417-GBD18673_28053-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGTACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCGTTTACTATCAAGTAGAATAGTAGAAAATGGAGCT

GGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614008 Paratanytarsus sp.  water mite diet isolate 5461-BHL032417-GBD23118_15416-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTCTACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGCATATTAATTCGAGCTGAACTA

GCACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGAATTGGTAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCACCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614009 Paratanytarsus sp.  water mite diet isolate 5465-BHL032417-GBD27647_18022-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACATCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGGTTATTGCCTTTAATATTAGGAGCACCTGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCACCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614010 Paratanytarsus sp.  water mite diet isolate 5505-BHL032417-GBD18869_17909-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGATGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATACTAATTCGTGCTGAACTA

GGACATCCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614011 Paratanytarsus sp.  water mite diet isolate 5510-BHL032417-GBD27342_10282-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATC

CTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGGCTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR772535, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614012 Paratanytarsus sp.  water mite diet isolate 5533-BHL032417-GBD20533_14798-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTGTACTTCATTTTCGGTGCCTGATCAGGTAGAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGCACTA

GGACATCCCGAAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGATACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614013 Paratanytarsus sp.  water mite diet isolate 5545-BHL032417-GBD26248_10439-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTTTCCTTCATTTTCGGTGCCTGATCAGGAACAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCACTTTAACTCTTTTACTAGCAAGTAGAATAGTGGAAAATGGAGCT

GGAACGGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614014 Paratanytarsus sp.  water mite diet isolate 5546-BHL032417-GBD25399_16263-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGATATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCTTTTCATC

GAATAAATAATATAAGATTTTGACTCCTTCCCCCCTCTTTAACGCGTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614015 Paratanytarsus sp.  water mite diet isolate 5550-BHL032417-GBD24367_16143-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCCTGGTCTGGGATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACAGCCT

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614016 Paratanytarsus sp.  water mite diet isolate 5552-BHL032417-GBD9290_23228-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCGAAT

AAATAACATAAGATTTTGACTACCTCCCCCATCTTTAACCCTTCTTCTATCAAGTAGAATAGTGGAAAAGGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614017 Paratanytarsus sp.  water mite diet isolate 5595-BHL032417-GBD17035_4101-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614018 Paratanytarsus sp.  water mite diet isolate 5793-BHL032417-GBD5843_24279-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTGATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTACTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614019 Paratanytarsus sp.  water mite diet isolate 5869-BHL032417-GBD13977_26773-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGAGCATGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAGTATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614020 Paratanytarsus sp.  water mite diet isolate 6414-BHL032417-GBD11447_13478-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGAGATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCATCCACCCTCTTTAACACGTTTACTATCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614021 Paratanytarsus sp.  water mite diet isolate 6660-BHL032417-GBD4640_21341-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614022 Paratanytarsus sp.  water mite diet isolate 6685-BHL032417-GBD16009_8897-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTCGGTGCCTGATCTGGTATAGTGGGAACTTCCCTAATAATATTAATTCGAGCTGAACTAGGACAT

CCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAACTGGAAAAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614023 Paratanytarsus sp.  water mite diet isolate 6689-BHL032417-GBD26059_7905-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGCACTTCCCTAAGTATCTTAATTCGAGCTGAACTAGGACA

TCCTGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTCTAACCCTATTACTTTCAAGTAGAATAGTGGAAAATGAAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614024 Paratanytarsus sp.  water mite diet isolate 6695-BHL032417-GBD12866_11331-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAACCCCAGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614025 Paratanytarsus sp.  water mite diet isolate 6708-BHL032417-GBD15177_3476-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTTCTTCCAAGTAGAATAGCGGAAAATGGCGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614026 Paratanytarsus sp.  water mite diet isolate 6712-BHL032417-GBD20265_9887-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACT

AGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGATGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614027 Paratanytarsus sp.  water mite diet isolate 6740-BHL032417-GBD21101_23719-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTGTCCTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAATTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

TAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTGTAACTCAGTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614028 Paratanytarsus sp.  water mite diet isolate 6751-BHL032417-GBD19166_11847-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTTAGAATATTAATTCGAGTTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTTTTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATATGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614029 Paratanytarsus sp.  water mite diet isolate 6759-BHL032417-GBD15012_4418-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAGTTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAAGTTGAGGATTTGGGAACTGATTATGGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGACCA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614030 Paratanytarsus sp.  water mite diet isolate 6762-BHL032417-GBD7751_5452-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAATAATATTTATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAGTTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTTTTCCCTCTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614031 Paratanytarsus sp.  water mite diet isolate 6766-BHL032417-GBD14747_5599-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAGGA

CATCCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTGACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGGACCTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGC

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTCCTTTCAAGTAGAATAGTGGAAACTGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614032 Paratanytarsus sp.  water mite diet isolate 6769-BHL032417-GBD12275_20392-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAATAATGTTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTTGGAAGCTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614033 Paratanytarsus sp.  water mite diet isolate 6784-BHL032417-GBD24288_23320-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTATTAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTTGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGTGGATTTGGGAACTGATTCTTGCCTTTAATATTAGTAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCACTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614034 Paratanytarsus sp.  water mite diet isolate 6789-BHL032417-GBD23390_23212-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAATGTTTACTTCCCTAATAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTGCCTCG

AATAAATAAAATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTGTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614035 Paratanytarsus sp.  water mite diet isolate 6790-BHL032417-GBD19322_4750-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAG

GACATCCCGGAACTTTTATTGGAGATGACCAATTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAACATAAGATTTTTACTTCTTCCCCCATCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614036 Paratanytarsus sp.  water mite diet isolate 6797-BHL032417-GBD15275_7917-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTTTACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGTATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTCCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614037 Paratanytarsus sp.  water mite diet isolate 6799-BHL032417-GBD17699_3515-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATTACCAAATTTATAATGTAATTGTTACAGCACATGCATTTATTATAATTTTTTTCATAATT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614038 Paratanytarsus sp.  water mite diet isolate 6807-BHL032417-GBD15887_4575-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATGCGAGCTGAACTAGGACA

ACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCGCTTGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGCAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGACTA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGCGCTGGCCCA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614039 Paratanytarsus sp.  water mite diet isolate 6811-BHL032417-GBD13774_24574-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGTTGCCTGATCAGGAATAGTGAGAACTTCCTTCGGAATATTAATTCGGGCTGAACTAG

GACTTCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614040 Paratanytarsus sp.  water mite diet isolate 6819-BHL032417-GBD26741_23354-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGTAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCTTTTCCTCGCATA

AATAATATAAGATTTTGACTTCTCCCCCCCTCTGCAACTCTTTCACTTTCAAGTAGAATAGTGGAAAATGGCGCTGGAAC

A

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614041 Paratanytarsus sp.  water mite diet isolate 6822-BHL032417-GBD16459_28028-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATATTTCATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCCTTATAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGATTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614042 Paratanytarsus sp.  water mite diet isolate 6825-BHL032417-GBD23487_5456-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGGCCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCGTTTCCT

CGAATAAATAATATAAGATTTTGACTTCATCCCACCGCTGTAACTCTTTTACTTACAAGTAGAATAGTGGAAAAGGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614043 Paratanytarsus sp.  water mite diet isolate 6835-BHL032417-GBD24575_19331-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTCGGTGCCTGCTCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAATTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGGGCCCCAGATATAGCTTTTCCTCAAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CTGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR283336, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614044 Paratanytarsus sp.  water mite diet isolate 6839-BHL032417-GBD28858_17906-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGTAATAGTGTGAACTTCCCTAAGACTATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATAACTATTTTAATTGGAGGATATGGGAACTGATTATTGCCTTTAATATTAGGATCCCCAGATATAGCTTTTCCTCG

AAAAAATAATATAAGATTTTGACTTCTTCCACCCGCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614045 Paratanytarsus sp.  water mite diet isolate 6840-BHL032417-GBD27961_17374-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGAGCTTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCAGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614046 Paratanytarsus sp.  water mite diet isolate 6845-BHL032417-GBD27554_20817-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATACTAATTCGAGCTGAACTAGGACA

TCCCGAAACTTTTATTGGAGATGACCAATTTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614047 Paratanytarsus sp.  water mite diet isolate 6850-BHL032417-GBD25205_9998-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGACACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTTTTAATTTCTAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614048 Paratanytarsus sp.  water mite diet isolate 6851-BHL032417-GBD27045_9492-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGATGCCTGATCAGGAATAGTGGGAACTTCCTTAATAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTAATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614049 Paratanytarsus sp.  water mite diet isolate 6857-BHL032417-GBD15253_6289-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAATAATATTAATTCGAGCTGAACTAGGACG

GCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGGTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCACAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAACTGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614050 Paratanytarsus sp.  water mite diet isolate 6866-BHL032417-GBD12507_13117-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTAGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGACCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCAGCACCCCTCTTTAACACTTTTACTTTCAAGTAGAAAAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614051 Paratanytarsus sp.  water mite diet isolate 6877-BHL032417-GBD24683_8121-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGTCTGATCAGGAATAGTGGGAATTTCACTAAGAATATTAATTCGAGCTGATTTAG

GACACCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614052 Paratanytarsus sp.  water mite diet isolate 6892-BHL032417-GBD13641_10720-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTTGGTGCCTGATCAGAAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TATCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614053 Paratanytarsus sp.  water mite diet isolate 6900-BHL032417-GBD22553_19927-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACCTCATTTTCGATGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGGCCAAATTTATAATGTAATTGCTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGACCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACGTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614054 Paratanytarsus sp.  water mite diet isolate 6904-BHL032417-GBD4124_20649-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTATTGCCTTTAATATTAGGTGCTCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614055 Paratanytarsus sp.  water mite diet isolate 6908-BHL032417-GBD17269_28003-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAATAATATTAATTCGAGCTGAGCTA

GGACATCCCGAAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTTTTATAATTTTTTCCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGGCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614056 Paratanytarsus sp.  water mite diet isolate 6911-BHL032417-GBD8831_17894-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAATAT

AAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTTAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.1% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614057 Paratanytarsus sp.  water mite diet isolate 6912-BHL032417-GBD26164_21676-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAATAATATTAATTCGAGCTGAACTAG

GACGTCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGTGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCGCGTTAACTCGTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614058 Paratanytarsus sp.  water mite diet isolate 6915-BHL032417-GBD9374_22131-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAATTAGGACATC

CTGGCACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTGTAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAA

TAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTACAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614059 Paratanytarsus sp.  water mite diet isolate 6921-BHL032417-GBD25263_24722-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATCCTTTATTTTCGGTGCCTGATCAGGAATAGTGGGTACTTCCTTAATAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGTCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACA

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614060 Paratanytarsus sp.  water mite diet isolate 6924-BHL032417-GBD26340_19348-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTAAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAATTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TATTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAATGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614061 Paratanytarsus sp.  water mite diet isolate 6925-BHL032417-GBD8398_18753-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCCTTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTATTTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTCTGACTACTTCCCCCCTCTTTAACACTATTCCTTTCAAGTACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614062 Paratanytarsus sp.  water mite diet isolate 6930-BHL032417-GBD2294_11743-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACCTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAATAATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACTGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCATATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATACTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614063 Paratanytarsus sp.  water mite diet isolate 7022-BHL032417-GBD10285_14198-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGCCTCCTTCCCCCCTCTTTAACCCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614064 Paratanytarsus sp.  water mite diet isolate 7660-BHL040517-GBD20821_2428-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCCTTTACTTTCAAGTTCTAATGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614065 Paratanytarsus sp.  water mite diet isolate 7736-BHL040517-GBD8426_8558-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGGACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACCCTATTTCTTTCAAGTACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614066 Paratanytarsus sp.  water mite diet isolate 7783-BHL040517-GBD19227_8843-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACATTATTTTTGGGGCTTGATCAGGAATTGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACTTCCT

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGATGATTTGGGAGCTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTGCTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614067 Paratanytarsus sp.  water mite diet isolate 7812-BHL040517-GBD19619_27507-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAG

GACTACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCGTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614068 Paratanytarsus sp.  water mite diet isolate 7853-BHL040517-GBD20388_19583-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATTAGATTTTGATTACTACCCCCATCTTTAACCCTACTTCGATCAAGAAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614069 Paratanytarsus sp.  water mite diet isolate 7898-BHL040517-GBD2535_16439-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTTATTTTTGGTGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAACTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614070 Paratanytarsus sp.  water mite diet isolate 7947-BHL040517-GBD20186_27777-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCATAAGAATATTAATTCGAGCTGAACTAGGACATCCTGG

AACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTGTACCT

ATTTTAACTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAAT

ATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614071 Paratanytarsus sp.  water mite diet isolate 7972-BHL040517-GBD6186_14218-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTACCTGATCAGGAATAGTAGGAACTCCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCGTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACCTCTTCCCCCCTCTTTAACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614072 Paratanytarsus sp.  water mite diet isolate 7985-BHL040517-GBD22028_17556-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATCGTAGGAACTCCCCTTAGTATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACACATTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614073 Paratanytarsus sp.  water mite diet isolate 8059-BHL040517-GBD28023_9820-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTCCTCTAAGAATATTAATTCGAGCAGAACTAGGACA

TCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614074 Paratanytarsus sp.  water mite diet isolate 8129-BHL040517-GBD28317_15932-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAATTTTTGACTACTTCCCCCATCTTTAACCCGTCTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614075 Paratanytarsus sp.  water mite diet isolate 8197-BHL040517-GBD5436_14449-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGTATAGTAGGAACTCCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTATTACCATCAAGTAGAATAGCGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614076 Paratanytarsus sp.  water mite diet isolate 8410-BHL101416-GBD8376_15337-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTGAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614077 Paratanytarsus sp.  water mite diet isolate 8861-BHL101416-GBD9567_20330-Lq60 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGCGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAGAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR295226, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614078 Paratanytarsus sp.  water mite diet isolate 8867-BHL101416-GBD13772_28171-Lq60 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCATTTAATAATAGGAGCCCCAGATATAGCTTTTCCTCCAAT

AAAAAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCGTTGACGTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614079 Paratanytarsus sp.  water mite diet isolate 9056-BHL032417-GBD27193_10787-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGTAGAATTAGGACAC

CCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCATCATTAACCCTTCTTCTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR740890, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614080 Paratanytarsus sp.  water mite diet isolate 9121-BHL032417-GBD22634_19271-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTAATTCGAGCAGAATTAGGACACC

CTGGACCATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAA

TAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614081 Paratanytarsus sp.  water mite diet isolate 9549-BHL032417-GBD15551_13208-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCGCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614082 Paratanytarsus sp.  water mite diet isolate 9560-BHL032417-GBD16018_19963-Lq56 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGTAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGGC

ACTCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATATCCATTTTAATGGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGTGCACCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGAGTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614083 Paratanytarsus sp.  water mite diet isolate 9723-BHL040517-GBD25015_10230-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCGTTTACGATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614084 Paratanytarsus sp.  water mite diet isolate 9930-BHL040517-GBD14295_28426-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATACTTCATTTTCGGTGCCTGATCAGGCATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACAACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGATGATTTGGGAACTGATTATTGCCTTTAATATTAGGAACCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGAAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614085 Paratanytarsus sp.  water mite diet isolate 9947-BHL040517-GBD13807_3796-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGATA

TCCCGTAACTTTTATTGGATATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGCAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614086 Paratanytarsus sp.  water mite diet isolate 9950-BHL040517-GBD12260_5308-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GATATCCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614087 Paratanytarsus sp.  water mite diet isolate 9952-BHL040517-GBD17235_9061-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACAACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TGGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCATCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614088 Paratanytarsus sp.  water mite diet isolate 9963-BHL040517-GBD21606_13064-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATCCTTCATTTTCGGTGTCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATAAAAGATTTTGACTTCTTCCCCCCTCTTTAACTCAGTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614089 Paratanytarsus sp.  water mite diet isolate 9970-BHL040517-GBD19042_23837-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAGTATATTAATTCGAGCTGAACTAGGACATCCTGG

AGCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATACCT

ATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAAT

ATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614090 Paratanytarsus sp.  water mite diet isolate 9979-BHL040517-GBD7910_8189-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCACTAAGAATATTAATTCGAGCTGAACTA

AGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTTGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTCCCCCCCTCTTTAACTCTTTTTCTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614091 Paratanytarsus sp.  water mite diet isolate 9994-BHL040517-GBD2419_12910-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGTGCTGAACTA

GGATATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCAC

GAATAAATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614092 Paratanytarsus sp.  water mite diet isolate 10088-BHL040517-GBD18129_24927-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGCTCATTATACTTCATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

TGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTTTCTAGTAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614093 Paratanytarsus sp.  water mite diet isolate 10103-BHL040517-GBD4275_15812-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTTGGAGCCCCAGATATAGCTTTTCCTCG

AATAAAAAATAAAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614094 Paratanytarsus sp.  water mite diet isolate 10104-BHL040517-GBD4020_17860-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTCATTTTCGGTGTCTGATCAGGAATAGTGGGAACTTCCCCTAGAATATTAATTCGAGTTGAATTATGACATCCC

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614095 Paratanytarsus sp.  water mite diet isolate 10136-BHL040517-GBD10502_13524-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTATTACTATCAAGTAGAATAGTGGAGAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614096 Paratanytarsus sp.  water mite diet isolate 10138-BHL040517-GBD27369_15775-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATTCTTTATTTTCGGTGCCTGATCCGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAAAAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTCAACTCTTTTACAATCAAGTAGAATAGTGGAAAATGGAGCT

GGAACA

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614097 Paratanytarsus sp.  water mite diet isolate 10141-BHL040517-GBD16595_3692-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATGTTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCTAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCACAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGCGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR282105, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614098 Paratanytarsus sp.  water mite diet isolate 10147-BHL040517-GBD23545_25103-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTTTTGGTGCTTGATCAGGAATAGTAGGTACTTCCCTTAGAATATTCATTCGAGCTGAACTAGGACATCCCGGAACTTT

TATTGGAGATGACCAAATTTATAACGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATACCTATTTTA

ATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAATATAAG

ATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTGTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR747869, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614099 Paratanytarsus sp.  water mite diet isolate 10153-BHL040517-GBD23552_19851-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTCCCTCTAATATTAGGAGCACCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTACCCCCCTCGCTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614100 Paratanytarsus sp.  water mite diet isolate 10156-BHL040517-GBD14578_3255-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATGCGAGCTGAACTAGGACG

TCCCTTAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATGATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATG

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGCGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614101 Paratanytarsus sp.  water mite diet isolate 10161-BHL040517-GBD14665_7190-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTTATTCGAGCTGAACTAGGACG

TCCCGGAACTTTTATTGGAGATGACCAAGTTTATAATGTAATTGTTACTGCTTATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614102 Paratanytarsus sp.  water mite diet isolate 10166-BHL040517-GBD27590_10895-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTC

GGTTATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614103 Paratanytarsus sp.  water mite diet isolate 10168-BHL040517-GBD4887_22407-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTA

GGATATCCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCATTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTCTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614104 Paratanytarsus sp.  water mite diet isolate 10169-BHL040517-GBD4477_13070-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATATTAATTCGAGCTGAACTAGGACATCCC

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614105 Paratanytarsus sp.  water mite diet isolate 10175-BHL040517-GBD20943_7499-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCTTTATACTTTATTTTCGGTGCCTGATCCGGAATAGTGGGAACTTCCCTAAGAATATTTATTCGAGCTGAATTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614106 Paratanytarsus sp.  water mite diet isolate 10194-BHL040517-GBD16082_5960-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGTAACTTTTATTGGAGATGACCAAATTTATAATGCAATTGTTACAGCACATGCATTAATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614107 Paratanytarsus sp.  water mite diet isolate 10216-BHL040517-GBD23216_25154-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTC

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCACTTTAACTCTTTTACTTGCAAGTAGAATAGTGGAAAATGGAGCTGAAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614108 Paratanytarsus sp.  water mite diet isolate 10234-BHL040517-GBD6448_14384-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCATGACTAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GATATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTCTTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTGTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614109 Paratanytarsus sp.  water mite diet isolate 10236-BHL040517-GBD17316_2252-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCAGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTACTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAATAGAATAGTGGAAAATGGAGCT

GGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614110 Paratanytarsus sp.  water mite diet isolate 10253-BHL040517-GBD11049_22712-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTGATTATACTTCATTTTCGGTGCCTGATCAGGAAGAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGATCTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATACAAGATTTTGACTTCTTCCCCCCTCTTTAACACGATTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614111 Paratanytarsus sp.  water mite diet isolate 10261-BHL040517-GBD13203_6066-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGATATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGACTATTGCCTTTAATCTTAGGATCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCCTTTACTTCCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614112 Paratanytarsus sp.  water mite diet isolate 10264-BHL040517-GBD15393_28713-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTTATTTTTGGTGCCTGATCCGGAATAGTAGGAACTTCATTAAGAATATTAATTCGAGCTGAATTAGGACATCCC

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR747869, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614113 Paratanytarsus sp.  water mite diet isolate 10273-BHL040517-GBD23806_10662-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCCTTATACTTCATTTTCGGTGCCTGATCAGGAATATTGGGAACTTCCCTAAGAATATTTATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGTATTTGGGAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCGTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614114 Paratanytarsus sp.  water mite diet isolate 10276-BHL040517-GBD27559_22226-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACATTATTTTTGGGGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTTATTCGAGCTGAACTAG

GATATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614115 Paratanytarsus sp.  water mite diet isolate 10278-BHL040517-GBD3620_20570-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATACTTCATTTTAGGTGCATGATCAGGAATAGTGGGAACTTCGCTAAGAATATTAATTCGAGCTGAACTATGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTACTTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614116 Paratanytarsus sp.  water mite diet isolate 10282-BHL040517-GBD6688_18699-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACATCC

CGGAACTTTCATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATA

CCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACGCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614117 Paratanytarsus sp.  water mite diet isolate 10306-BHL040517-GBD22260_17529-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGGACTTCCCTAAGAATATTAATTCGTGCTGAACTAGG

ACATCCCGGAACTTTTATCGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTCCCCCCTTCTCTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR292109, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614118 Paratanytarsus sp.  water mite diet isolate 10316-BHL040517-GBD19974_19768-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTTTACTTCATTTTCGGTGCCTGATCAGGGATAGCGGGAACTTCCCTAAGAATATTAATTCGAGTTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTACTGCCTTTAATATTGGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACATTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614119 Paratanytarsus sp.  water mite diet isolate 10323-BHL040517-GBD4715_16911-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATGTTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCCTTAATATTAGGAGCACCAGACATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTTCTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614120 Paratanytarsus sp.  water mite diet isolate 10330-BHL040517-GBD9970_4972-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATACTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTACTTGTTACTGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTCCCCTTAATACTAGGAGCCCCAGACATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614121 Paratanytarsus sp.  water mite diet isolate 10335-BHL040517-GBD18247_3554-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACGTCATTTTCGGAGCCTGATCAGGAATAGGGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

AGCCCTGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTGCAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTCTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614122 Paratanytarsus sp.  water mite diet isolate 10336-BHL040517-GBD17927_3285-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTCGGGACCTGATCAGGAATAGGGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACAC

CCCGGAACTTTTATTGGAGATGACCAAATTTATAATGAAATTGTTACGGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614123 Paratanytarsus sp.  water mite diet isolate 10366-BHL040517-GBD4733_22508-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGATATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCGTTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATCTGGGAACTGGTTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCT

CGAATAAATAATATAAGATTTTGACTTCTCCCCCCCTCTTTAACTCGTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614124 Paratanytarsus sp.  water mite diet isolate 10372-BHL040517-GBD15707_14339-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATGCTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATATTGACTTCTTCCCCCCTCTTTAAAAGTGTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614125 Paratanytarsus sp.  water mite diet isolate 10373-BHL040517-GBD5310_21899-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGTATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTCG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTCTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614126 Paratanytarsus sp.  water mite diet isolate 10402-BHL040517-GBD22632_21372-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGAGCTTGATCAGGGATAGTGGGAACTTCTTTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAAGTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACCTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614127 Paratanytarsus sp.  water mite diet isolate 10443-BHL040517-GBD5077_12921-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGATCATTATACTTTATTTTCGGGGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATACTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTCTGACTTCTTCCCCCCTCCTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614128 Paratanytarsus sp.  water mite diet isolate 10457-BHL040517-GBD26491_18380-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGCACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTGTCCT

CGAATAAATAATATAAGATATTGACTTCTTCCCCCCTCTGTAACTCGGTTACTGTCAAGTAGAACAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614129 Paratanytarsus sp.  water mite diet isolate 10463-BHL040517-GBD25761_10824-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTTATTTTCGGAGCTTGATCAGGAATAGTGGGAACTTCCTTAAGTATATTAATTCGAGCTGAACTAG

GACATCCAGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614130 Paratanytarsus sp.  water mite diet isolate 10510-BHL040517-GBD25933_8082-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTTTTCTTCCTTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTTAGCATATTACTTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCGTCCCCCCTCTTTAACACTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614131 Paratanytarsus sp.  water mite diet isolate 10530-BHL040517-GBD18099_5808-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGATCATTATACTTCATTTTCGGTGTCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACCTCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATACTAGGAGCCCCTGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATCGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614132 Paratanytarsus sp.  water mite diet isolate 10573-BHL040517-GBD25130_16209-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATACTTCATTTTTGGTGCTTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACCA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTCCCCCCCTCTTTAACTCTTTTTCTTTCAAGTAGAATAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614133 Paratanytarsus sp.  water mite diet isolate 10574-BHL040517-GBD28871_11629-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTCAGAATATTAATTCGAGTTAAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTCGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614134 Paratanytarsus sp.  water mite diet isolate 10598-BHL040517-GBD26414_15832-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATCTTAATTCTAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAAGTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATCTTAGGAGACCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTGCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614135 Paratanytarsus sp.  water mite diet isolate 10608-BHL040517-GBD9349_5054-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGTAACTGATTATTGCCATTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTCTGACTTCTACCACCATCTTTAACTCTATTACTTTCAAATAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614136 Paratanytarsus sp.  water mite diet isolate 10627-BHL040517-GBD25563_17120-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTTAGAATATTAATTCGAGCTGAACTAGCACAT

CCCGGAACATTTATTGGAGATGACCAAATTTATAATATAATTGTTACAGCTCATGCATTTTTTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614137 Paratanytarsus sp.  water mite diet isolate 10641-BHL040517-GBD28385_19024-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACATTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCC

TGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCATTTATTATAATTTTTTTCATAGTTATA

CCTATTTTAATTGGAGGAATTGGGAACTGATTATTGCCTTTAATATTAGGATCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAAGAGTGGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614138 Paratanytarsus sp.  water mite diet isolate 10643-BHL040517-GBD24327_13178-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACATCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAAAAAAAGATTTTGACTTCTTCCCCCCTCTTTAACCCCTTTTCTTTCCAGTAGAATAGGGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614139 Paratanytarsus sp.  water mite diet isolate 10655-BHL040517-GBD16405_6234-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCTTAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCAATTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGAATTGGGAACTGATTATGGACTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGCGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614140 Paratanytarsus sp.  water mite diet isolate 10667-BHL040517-GBD15214_4212-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATGCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAATTTTATAGTGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCATTTAATATTAGGAGACCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614141 Paratanytarsus sp.  water mite diet isolate 10677-BHL040517-GBD17074_5538-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATGTTCGGTGCCTGAGCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGATA

TCCCTGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGGTATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGCGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614142 Paratanytarsus sp.  water mite diet isolate 10678-BHL040517-GBD19353_2124-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACGCTATTACTATCAAGTAGAATAGGGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614143 Paratanytarsus sp.  water mite diet isolate 10695-BHL040517-GBD23868_8539-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCTGGAATATTGGGAACTTCCCTAAGTATATTAATTCGAGCTGAACTAG

GACATCCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATCCCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614144 Paratanytarsus sp.  water mite diet isolate 10754-BHL101516-GBD21661_22823-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACACTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614145 Paratanytarsus sp.  water mite diet isolate 10933-BHL101516-GBD27749_8357-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACCTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGAAACTGATTATTGCCTCTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614146 Paratanytarsus sp.  water mite diet isolate 11003-BHL110116-GBD19745_20487-Lq74 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGTGGATTTGGGAACTGATTCTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACACTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614147 Paratanytarsus sp.  water mite diet isolate 11016-BHL110116-GBD6630_8741-Lq75 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACAGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614148 Paratanytarsus sp.  water mite diet isolate 11047-BHL110116-GBD17123_4722-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCCGGAACTTTAATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACATATTTTAATTGGTGGATTTGGTAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR757972, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614149 Paratanytarsus sp.  water mite diet isolate 11049-BHL110116-GBD25415_13482-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGCACTTCTCTAAGAATATTAATTCGAGTTGAACTAGGAC

ATCCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614150 Paratanytarsus sp.  water mite diet isolate 11052-BHL110116-GBD17075_10037-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGAGGGTTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTATTATCAAGCAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614151 Paratanytarsus sp.  water mite diet isolate 11053-BHL110116-GBD18493_16435-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGC

CATCCCGGAACTTTTATTGGAGATGACCAGATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCACCCTCTTTAACACGATTACTGTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614152 Paratanytarsus sp.  water mite diet isolate 11056-BHL110116-GBD16557_19190-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGAGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGAAATAACTTTTCCCCGAA

TAAATAATATAAGAATTTGGCTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614153 Paratanytarsus sp.  water mite diet isolate 11059-BHL110116-GBD14864_5365-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGGGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTCGACTTCTTCCCCCCTCTTTAACTCTTTTTCTTTCTAGTAGAATCGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614154 Paratanytarsus sp.  water mite diet isolate 11063-BHL110116-GBD14912_17946-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACATTTATTGGAGATGACCAAATTTATAATGTCATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACATATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGACTACTACCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR747869, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614155 Paratanytarsus sp.  water mite diet isolate 11065-BHL110116-GBD20462_14090-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTACGTATATTAATTCGAGCTGAACTAGGAC

ATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACATATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGAGATAGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTGCTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614156 Paratanytarsus sp.  water mite diet isolate 11074-BHL110116-GBD10332_23934-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCATGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGTTGAACTAGGAC

ATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACATATTTTAATTGTGTGATTTGTGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614157 Paratanytarsus sp.  water mite diet isolate 11078-BHL110116-GBD16599_19515-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTCTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGACCTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACTTATTTTAATTGGTGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTCTGACTTCTACCCCCCTCTGTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614158 Paratanytarsus sp.  water mite diet isolate 11083-BHL110116-GBD11203_5785-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCCC

GGAACCTTTATTGGAGATGACCAAATTTATAACGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

ATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTCAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR757972, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614159 Paratanytarsus sp.  water mite diet isolate 11084-BHL110116-GBD13658_28872-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACAAGGA

CATCCCGGAACTTTTATTGGAGATGACAAAATTTATAATGTAATTGTTACAGCTCATGCCTTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTCTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAAGGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614160 Paratanytarsus sp.  water mite diet isolate 11091-BHL110116-GBD26537_19139-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGTGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCGCGTTAACTCGTTTACTGGCAAGTAGAAGAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614161 Paratanytarsus sp.  water mite diet isolate 11093-BHL110116-GBD9922_24832-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTCTAATTGGGGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATGATATAAGATTTTGACTACTACCCCCCTCTTCAACTCTATTACTGTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614162 Paratanytarsus sp.  water mite diet isolate 11098-BHL110116-GBD25556_7611-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACAGATTTTAATTGGAGGATTTGGGAACTGATTATTCCCTTTAATATTAGGAGCCCCAGACATAGCTTTTCCTCGAA

TAAATAATATAAGATTATGACTTTTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATCGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614163 Paratanytarsus sp.  water mite diet isolate 11099-BHL110116-GBD21648_26377-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCACTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAGCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAACTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614164 Paratanytarsus sp.  water mite diet isolate 11103-BHL110116-GBD26839_11742-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATTTTAATTCGAGCTGAACTAGGAC

ATCCCGGAACTTTTATTGGAGATGGCCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCAAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTACTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614165 Paratanytarsus sp.  water mite diet isolate 11104-BHL110116-GBD1927_15167-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCACGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAACTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGTGGAGTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCACTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGAAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614166 Paratanytarsus sp.  water mite diet isolate 11106-BHL110116-GBD12077_8719-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACATATTTTAATTGGTGGATTTGGAAACTGATTATTGCCTGTAATATTAGGTGCCCCAGATATGGCTTTTCCTCG

AATAAATAATATAAGATTTTGACGTATTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614167 Paratanytarsus sp.  water mite diet isolate 11107-BHL110116-GBD12649_2108-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGGATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGGGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACACTTTTACTATCAAGGAGAATAGGAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614168 Paratanytarsus sp.  water mite diet isolate 11113-BHL110116-GBD7929_8525-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAAGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTCATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCATTTCCACGA

ATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTTGCATGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614169 Paratanytarsus sp.  water mite diet isolate 11118-BHL110116-GBD27204_22791-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATTTTAATTCGAGCTGAACTAGGAC

ATCCCGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTACAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614170 Paratanytarsus sp.  water mite diet isolate 11126-BHL110116-GBD23427_10631-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCATATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCACTTCCTCGAA

TAAATAATATAAGAATTTGACTTCCTCCCCCCGCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

GCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614171 Paratanytarsus sp.  water mite diet isolate 11127-BHL110116-GBD21333_3178-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGATCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGTGTATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACGTCTTCCACCCTCTTGAACTCTTGTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614172 Paratanytarsus sp.  water mite diet isolate 11133-BHL110116-GBD2420_17215-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATGTTAATTCGAGCTGAACTAGGA

CGTCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAGTTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACATATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCAGACATAGCTTTTCCTCGA

ATAAATAATATAAGATTCTGACTTCTTCCCCCCTCTCTAACTCTTCTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614173 Paratanytarsus sp.  water mite diet isolate 11140-BHL110116-GBD21711_23019-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTCTACTTCATTTTTGGTGCCTGATCATGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACATATTTTAATTGGGGGATTTGGGAACTGGTTATTGCCTTTAATATTAGGAGAACCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCTCTTGAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614174 Paratanytarsus sp.  water mite diet isolate 11146-BHL110116-GBD8767_23899-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTCTAATTGGTGGATTTGGGAACTGATTAATGCCTTTAATATTAGGAGCCCCAGATATGGCTTTTCCTCGAA

TAAATAATAGAAGATTTTGGCTTCTTCCCCCCTCTTTAACTCGTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614175 Paratanytarsus sp.  water mite diet isolate 11148-BHL110116-GBD22216_21348-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCGGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACACTTTTTCAATCAAGTAGAATAGTGGAAAATGGCGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614176 Paratanytarsus sp.  water mite diet isolate 11150-BHL110116-GBD24703_8254-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGCAATTGTTACAGCTCATGCATTTCTTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTACCTTTAATATTAGGAGCACCAGATATAGCTTGTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614177 Paratanytarsus sp.  water mite diet isolate 11161-BHL110116-GBD26777_11985-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGG

ACATCCAGGAACTTTTATTAGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACATATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACTTTCAAGTAGGATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR292109, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614178 Paratanytarsus sp.  water mite diet isolate 11166-BHL110116-GBD3634_8277-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCACAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTCGACTACTTCCCCCCTCTTTAACTCGTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614179 Paratanytarsus sp.  water mite diet isolate 11179-BHL110116-GBD15094_4506-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCTGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACATATTTTAATTGGTGGATTTGGGACCTGATTATTGCCTTTAATATTAGGAGCCACAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGTGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR757972, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614180 Paratanytarsus sp.  water mite diet isolate 11180-BHL110116-GBD17084_16115-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGGACTAGGA

CATCCCGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGTGGATTTGGGAACTGATTATTGCCTTTAATATTAGTAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTTCTTTCTAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614181 Paratanytarsus sp.  water mite diet isolate 11183-BHL110116-GBD21716_13815-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACACATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTTGGAGCACCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTACCCCCCTCTCTAACTCTTTTTCTTTCAAGTACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614182 Paratanytarsus sp.  water mite diet isolate 11198-BHL110116-GBD11690_23389-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTCATTGGAGATGAACAAATCTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACATATATTAATTGGGGGATTTGGGAACTGATTATTTCCTTTAATATTAGGATCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTACTTCCACCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614183 Paratanytarsus sp.  water mite diet isolate 11200-BHL110116-GBD24346_18179-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATACCTGAACTTTTATTGGAGATGACCAATTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTTGGGGATTTGGGAACTGATTAGTGCCTTTAATATTAGTAGCCCCAGATATAGCTTTTCCTCGAA

TAGATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACGTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614184 Paratanytarsus sp.  water mite diet isolate 11204-BHL110116-GBD18414_27381-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGACCTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGCAATTGTTGCAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCAGTTACTTGCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614185 Paratanytarsus sp.  water mite diet isolate 11207-BHL110116-GBD20213_4261-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGATCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACCTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACATATTTTAATTGGAGGATTTGGAAACTGATTTGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTCTGACTTCTTCCCCCCTCTTTAACTCTTTTTCTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614186 Paratanytarsus sp.  water mite diet isolate 11214-BHL110116-GBD26140_10344-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTTTACTTCCTTTTTGGTGCCTGATCAGGAATAGTAGGCACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGTGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGATCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCGCTTTAACCCGTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614187 Paratanytarsus sp.  water mite diet isolate 11229-BHL110116-GBD26207_23533-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCCGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGATCTGAACTAGGAC

ATACCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGGTTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTGGCAAGAAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614188 Paratanytarsus sp.  water mite diet isolate 11236-BHL110116-GBD22176_12188-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGTGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGACCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCGCTTTAACACTTTTACTATCAAGTAGAATAGTGGAAAAGGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614189 Paratanytarsus sp.  water mite diet isolate 11244-BHL110116-GBD6637_8698-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCC

CGTAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATA

CCTATTTTAATTGGGGGATTTGGGAGCTGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGGTTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTGTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR757972, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614190 Paratanytarsus sp.  water mite diet isolate 11245-BHL110116-GBD7968_10073-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

CAAATAATATAAGATTGTGGCTTCTTCCCCCCTCTTTAACTCTTTTACAATCAAGTAGAAGAGTGGAAAATGGAGCCGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614191 Paratanytarsus sp.  water mite diet isolate 11247-BHL110116-GBD7524_16186-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAATAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCATCCTTAACCCTATTACCATCAAGTAGAATAGCGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614192 Paratanytarsus sp.  water mite diet isolate 11249-BHL110116-GBD2506_12943-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGGGCCTGATCAGGAATAGTAGGAACTTCACTAAGAATATTAATTCGAGCTGAATTA

GGACATCCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACATATTTTAATTGGAGGATTTGGAAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614193 Paratanytarsus sp.  water mite diet isolate 11252-BHL110116-GBD25766_17009-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGT

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTTATAATTTTTTTCATAG

TTATACATATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATATTGACTACTTCCCCCCTCTTTAACACTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614194 Paratanytarsus sp.  water mite diet isolate 11254-BHL110116-GBD28095_15584-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATGTTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGTACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGGTTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614195 Paratanytarsus sp.  water mite diet isolate 11264-BHL110116-GBD10647_23456-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCAGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACAAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614196 Paratanytarsus sp.  water mite diet isolate 11268-BHL110116-GBD11023_11621-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGATTTTCCTCGAATA

AATAATATAAGAGTTTGTCTTCTTCCCCCCTCTTTAACTATGTTACTTTCAAATAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR757972, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614197 Paratanytarsus sp.  water mite diet isolate 11284-BHL110116-GBD16513_3304-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCGTTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGTAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTACTTTAATTGGCGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAATAGAATAGTGGAAAATGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 98.1% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614198 Paratanytarsus sp.  water mite diet isolate 11294-BHL110116-GBD6151_7565-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCATTTATTATCATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTGTTGCCTTTAATATTAGGCGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTACCCCCCTCTCTAACTCTGTTACTTTCAAGAAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614199 Paratanytarsus sp.  water mite diet isolate 11330-BHL110116-GBD20690_23870-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAGGA

CATTCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTGTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614200 Paratanytarsus sp.  water mite diet isolate 11334-BHL110116-GBD4884_11128-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATGGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATCTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCGTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614201 Paratanytarsus sp.  water mite diet isolate 11348-BHL110116-GBD2452_11900-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAAGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTATGAC

ATCCCGGAACCTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATCATTTTTTTCATAGT

TATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCGTTAACTCTTTTACGGTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614202 Paratanytarsus sp.  water mite diet isolate 11352-BHL110116-GBD6503_4798-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTACCCCACTTCCTTCCAAGTAGAATAGAGGAAAATGGAGCTCGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614203 Paratanytarsus sp.  water mite diet isolate 11356-BHL110116-GBD26669_7617-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATTTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGTGGGATTTGGGAACTGATTATTGCCTTGAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCGCTTTAACTCGTTTACGTTCAAATAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614204 Paratanytarsus sp.  water mite diet isolate 11358-BHL110116-GBD24915_23377-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGTATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAGCTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTCTGACTTATTCCCCCATCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614205 Paratanytarsus sp.  water mite diet isolate 11359-BHL110116-GBD6830_8139-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGTTGAATTAGGA

CATCCCGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTCCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAACTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614206 Paratanytarsus sp.  water mite diet isolate 11373-BHL110116-GBD2017_16315-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATACTAATTCGAGCTGAATTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAACATAAGATTTTGACGTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614207 Paratanytarsus sp.  water mite diet isolate 11383-BHL110116-GBD15601_4683-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTAAACTAGGACA

TCCCTGAACTTTTATTGGAGATGACAAAATTTATAAGGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGGGGATTTGGCAACTGATTATGGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR757972, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614208 Paratanytarsus sp.  water mite diet isolate 11387-BHL110116-GBD14275_4207-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACCTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CAGCCCTTAACTTTTATTGGAGATGACCATATTTATAATGTAATGTTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAATATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614209 Paratanytarsus sp.  water mite diet isolate 11409-BHL101516-GBD15345_13204-Lq78 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTGGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCGTCCCCCCTCTTTAACACTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614210 Paratanytarsus sp.  water mite diet isolate 11448-BHL101516-GBD7068_14686-Lq79 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614211 Paratanytarsus sp.  water mite diet isolate 11496-BHL101516-GBD27851_11496-Lq80 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614212 Paratanytarsus sp.  water mite diet isolate 11554-BHL101516-GBD27405_17599-Lq81 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTACCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACACTATTACGTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614213 Paratanytarsus sp.  water mite diet isolate 11782-BHL101516-GBD3942_12250-Lq82 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGCACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCGTCCCCCCTCTTTAACTCGTTTGCTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614214 Paratanytarsus sp.  water mite diet isolate 12049-BHL040517-GBD8376_15337-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTGAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614215 Paratanytarsus sp.  water mite diet isolate 12550-BHL040517-GBD5670_9064-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCAGAACTAGGACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGCAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAATATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614216 Paratanytarsus sp.  water mite diet isolate 12980-BHL040517-GBD11964_21913-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACCTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTTATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614217 Paratanytarsus sp.  water mite diet isolate 12990-BHL040517-GBD24391_16283-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCTGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCAATATAGCTTTTCCCCGTATA

AATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614218 Paratanytarsus sp.  water mite diet isolate 13015-BHL040517-GBD17084_17560-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACGTCCTTAAGTATACTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTATAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTCCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCGCCATCATTAACCCTTCTTCTATCAACAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614219 Paratanytarsus sp.  water mite diet isolate 13091-BHL040517-GBD8012_26327-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTTATTCGAGCAGAATTAGGGCAC

CCTGGAACATTTATTGGCGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TAAATATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATAA

ATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR742514, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614220 Paratanytarsus sp.  water mite diet isolate 13200-BHL040517-GBD21482_18918-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614221 Paratanytarsus sp.  water mite diet isolate 13233-BHL040517-GBD25435_11024-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACAC

CCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATAA

ATAACATAAGATTTTGATTACTACCCCCATCTTTAACCCTACTTCTATCAAGAACATTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR742514, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614222 Paratanytarsus sp.  water mite diet isolate 13358-BHL040517-GBD19562_20059-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGTCAC

CCTGGAACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTCCCCCGAATAA

ATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTTTTCTATCAAGAACATTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR628998, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614223 Paratanytarsus sp.  water mite diet isolate 13413-BHL040517-GBD12422_14596-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCTGAATTATGACAC

CCTGGAACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTTTTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATAA

ATAACATAAGATTTTGATTACTTCCCCCATCTTTAACCCTACTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR753366, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614224 Paratanytarsus sp.  water mite diet isolate 13440-BHL040517-GBD10746_13901-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTATATTTTCGGAGCTTGGTCAGGAATAGTCGGTACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGACACCCT

GGAACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTATAC

CTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATAAATA

ACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR753366, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614225 Paratanytarsus sp.  water mite diet isolate 13443-BHL040517-GBD3529_18658-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTTGGAGCTTGGTCAGGAATAATAGGAACATCCTTAAGTATATTAATTCGAGTAGAATTAGGACAC

CCAGGAACATTAATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATAA

ATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR740890, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614226 Paratanytarsus sp.  water mite diet isolate 13487-BHL040517-GBD25641_18750-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGTAGAATTAGCTCAC

CCTGGAACATTTCTTGGAGATGATCAACTCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCACCCGATATAGCTTTTCCCCGTATAA

ATAACATAAGATTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR753366, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614227 Paratanytarsus sp.  water mite diet isolate 13533-BHL040517-GBD17254_2734-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTTTAACATTTATTGGATATGACCAAATCTATAATGTAAGTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAAAAGATTAGTGGAAAATGGCGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR742514, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614228 Paratanytarsus sp.  water mite diet isolate 13557-BHL040517-GBD15437_2013-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACATATTCTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614229 Paratanytarsus sp.  water mite diet isolate 13588-BHL040517-GBD20018_16515-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGTATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTATCAAGTAGATTAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614230 Paratanytarsus sp.  water mite diet isolate 13589-BHL040517-GBD25559_8635-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACATTATTTTTTGGTGCCTGATCAGGAATAGTAGGAATTTCCCTAAGATTATTAATTCGCGCTGAACTAGGACATCC

TGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATA

CCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614231 Paratanytarsus sp.  water mite diet isolate 13668-BHL040517-GBD10275_27043-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCATTTAATATTAGGAGCCCCAGATATAGCTTTTCTT

CGAATAAATAATATAAGATTTTGACTACGTCCCCCCACTTTAACTCATTTACTATCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614232 Paratanytarsus sp.  water mite diet isolate 13694-BHL040517-GBD28059_10663-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACCAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAAATTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCGAAA

AAAAAATATAAGATTTTGACTTCTTCCCCCCTCCTTAACCCTTTTACTTTCAAGGAGAATAGGGGAAAAAGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614233 Paratanytarsus sp.  water mite diet isolate 13701-BHL040517-GBD17109_17643-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGAGTTGGAAATTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614234 Paratanytarsus sp.  water mite diet isolate 13709-BHL040517-GBD12324_4066-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACACCCTGGAACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCACAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTTCTTCCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614235 Paratanytarsus sp.  water mite diet isolate 13713-BHL040517-GBD9612_4748-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCGTTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGTAACTTTTATTGGAGATGACCATATTTATAATGTAATTGTTACAGCTCATGCATTTATTACAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTATTTAACGCTTTTACTTCCAAGTAGAATAGTGGAAAATGGATCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614236 Paratanytarsus sp.  water mite diet isolate 13719-BHL040517-GBD16562_8900-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATACTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614237 Paratanytarsus sp.  water mite diet isolate 13724-BHL040517-GBD9964_2679-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTTATTTTCGGTGCCTGATCAGGAATAGTCGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

TGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTATTATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCATCTTTAACCCTTTTACTTCCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614238 Paratanytarsus sp.  water mite diet isolate 13768-BHL040517-GBD13855_13099-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTACCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATCGTTACAGCTCACGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGACCCATATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACACTTTGACTTTCAAGGAGAATAGTGGAAAACGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614239 Paratanytarsus sp.  water mite diet isolate 13769-BHL040517-GBD6916_8042-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAAAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AATTAATATAAGTTTTTGATCACTACCCCCAGCTTTAACCCTGCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614240 Paratanytarsus sp.  water mite diet isolate 13866-BHL040517-GBD19567_25287-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTTGGTGCCTGATCAGGTATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGAACTTTTATTGGTGATGACCAAATTTATAATGCAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATCGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTACCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614241 Paratanytarsus sp.  water mite diet isolate 13891-BHL040517-GBD17305_3934-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAGTTGGAGGATTTGGCAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGTTTTTCCTCGAATA

AATAATATAAGATTTTGAGTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614242 Paratanytarsus sp.  water mite diet isolate 13923-BHL040517-GBD26675_16922-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGCACATTATATTTTATTTTCGGGGCCTGATCAGGCATAGTAGTAACTTACCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614243 Paratanytarsus sp.  water mite diet isolate 14000-BHL040517-GBD26723_13848-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATCGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCCTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGAATACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614244 Paratanytarsus sp.  water mite diet isolate 14133-BHL040517-GBD22694_26258-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTAATGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTGTAAATCGGGTATTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614245 Paratanytarsus sp.  water mite diet isolate 14161-BHL040517-GBD8900_22854-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614246 Paratanytarsus sp.  water mite diet isolate 14205-BHL040517-GBD22649_24224-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGATTGATCAGGAATAGTCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGA

CTCCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGACTACTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCTCGTA

TAAATAATATAAGATTTTGACTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGAAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614247 Paratanytarsus sp.  water mite diet isolate 14217-BHL040517-GBD29230_18535-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAACAATATAAGTTTTTGAATATTACCCCCATCTTTAACCCTTCTTCTAGCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614248 Paratanytarsus sp.  water mite diet isolate 14224-BHL040517-GBD26832_15376-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTCATTTTCGGTGCCTGATCCGGAATAGTGGGAACTTCCTTAAGAATATTTATTCGAGCTGAACTAG

GACATCCCGGAACCTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614249 Paratanytarsus sp.  water mite diet isolate 14227-BHL040517-GBD14074_20219-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTTTATTAATTCGAGCAGAATTAGGACAC

CCAGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACTACTATCAAGAACATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR758568, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614250 Paratanytarsus sp.  water mite diet isolate 14228-BHL040517-GBD19236_6488-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTCGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGC

TATACCTATTTTAATTGGAGGATTTGGGAATTGACTTCTTCCTTTAATATTAGGGGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATAAAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614251 Paratanytarsus sp.  water mite diet isolate 14230-BHL040517-GBD9971_25435-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGACA

CCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATCTTAATTGGAGGATTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAAA

AATAATATAAGTTTTTGATTACTACCCCCATCTTTAACCCTTCTTCTATCAGGAAGATTAGTGGAGAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614252 Paratanytarsus sp.  water mite diet isolate 14233-BHL040517-GBD23836_9730-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTCGATCCGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGACA

CCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTGCCCCGTATA

AATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCATCTATCAAGAAGATTAGTGGAAAATGTAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614253 Paratanytarsus sp.  water mite diet isolate 14235-BHL040517-GBD24899_13678-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGATTTAG

GACCTCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTCCAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614254 Paratanytarsus sp.  water mite diet isolate 14236-BHL040517-GBD6188_9903-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTTATTTTCGATGCCTGATCCGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTGTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614255 Paratanytarsus sp.  water mite diet isolate 14238-BHL040517-GBD14294_2138-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATAGTAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGTTGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATCATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCACCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614256 Paratanytarsus sp.  water mite diet isolate 14247-BHL040517-GBD25571_9574-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGGACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTGTTATTGGAGATGACCAACTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGTAGCCCCAGATATAGCTTTTCCT

CGAATAAATAAAATAAGATTTTGACTTCGTCCCCCCTCTTTAACTCTTTTACATTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACGGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614257 Paratanytarsus sp.  water mite diet isolate 14251-BHL040517-GBD24931_25019-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATATTCGGACCATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACTTCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614258 Paratanytarsus sp.  water mite diet isolate 14255-BHL040517-GBD24825_19250-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGTATATTAATTCGAGCCGAACTA

GGACATCCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCTCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614259 Paratanytarsus sp.  water mite diet isolate 14262-BHL040517-GBD21709_10554-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTGAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATAATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTCACTCTTTTTCTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614260 Paratanytarsus sp.  water mite diet isolate 14277-BHL040517-GBD14796_10860-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGTTAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTATAGCTCATGCATTACTTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACCTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614261 Paratanytarsus sp.  water mite diet isolate 14282-BHL040517-GBD21860_12872-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCTGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTACTACTATCAAGTAGAATAGTGAAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614262 Paratanytarsus sp.  water mite diet isolate 14289-BHL040517-GBD20424_5797-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGATCAGGAATAATCGGTACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACA

CCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATA

AATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCTAGAAGACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KM994688, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614263 Paratanytarsus sp.  water mite diet isolate 14290-BHL040517-GBD29468_17934-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATTTTTTATTTTTGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGACTAGAATTAGGAC

ACCCTGGCACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCATTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614264 Paratanytarsus sp.  water mite diet isolate 14291-BHL040517-GBD17213_21563-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTGGGAACTTCTTTAAGAATATTAATTCGAGCTGGACTAGGA

CAACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279360, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614265 Paratanytarsus sp.  water mite diet isolate 14308-BHL040517-GBD23738_14955-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATCATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCGTTTCCCCGAAT

AAATAATATAAGGTTTTGATTACGTCCCCCATCTTTAACCCGTCTTCTATCAAGAAGATTAGTGGACAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614266 Paratanytarsus sp.  water mite diet isolate 14314-BHL040517-GBD11306_10440-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATACTTCATTTTCGGTGCCTGATCAGGAATAGTTGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGATCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614267 Paratanytarsus sp.  water mite diet isolate 14315-BHL040517-GBD17342_10590-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTTGTTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGTTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTATAGCTCATGCATTTATTATAACTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614268 Paratanytarsus sp.  water mite diet isolate 14323-BHL040517-GBD25563_5454-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGCACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAAGATCCCCCGATATAGCTTTTCCCCGGATA

AATAAAATAAGGTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614269 Paratanytarsus sp.  water mite diet isolate 14327-BHL040517-GBD7244_20208-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGCAACTTTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACCTCCCACATCTTTAACCCCTCTTCTATCAAGAAGATTAGTGGAAAAAGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614270 Paratanytarsus sp.  water mite diet isolate 14328-BHL040517-GBD18573_25084-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGTCTGATCAGGAATAGTTGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGTTTTGGTAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614271 Paratanytarsus sp.  water mite diet isolate 14331-BHL040517-GBD24734_20605-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTGACTCTTCTACTATCAAGTAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR282105, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614272 Paratanytarsus sp.  water mite diet isolate 14336-BHL040517-GBD29132_17598-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTCTATTTTATTTTCGGAGCTTGATCGGGAATAATCGGAACATCCTTAAGTATATTAACTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGTTATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTTTCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614273 Paratanytarsus sp.  water mite diet isolate 14340-BHL040517-GBD26437_21049-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACAC

CCTGGAACATTTATTGGAGATGATCAATTCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATAA

ATAATATAAGTATTTGATTACTTCCCCCATCTTTAACCCGGCATCAATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR740890, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614274 Paratanytarsus sp.  water mite diet isolate 14342-BHL040517-GBD12943_26150-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAAAATTAGGAC

ACCCTGGAACATTTATTGGGGGTGATCAAATCTATAATGTTATCGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACGTTCCCCATCTTTAACCCTTCTTCTATCAAGATGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614275 Paratanytarsus sp.  water mite diet isolate 14352-BHL040517-GBD23976_10512-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCTTTAAGTATATTAATTCGAGCAGAATTAGGACAC

CCTGGAACATTTATTGGTGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAATTGACTTCTTCCTTTAATATTAGGTGCCCCCGATATAGCTTTTCCCAGGATAA

ATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614276 Paratanytarsus sp.  water mite diet isolate 14353-BHL040517-GBD13163_12522-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTTGTTGTTACAGCTCATGCTTTTATTTTAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGATTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATA

AATAATATAAGTTTTTGATTACTACCCCCATCATTAACCCTACTACTATCAAGAAGATTAATGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614277 Paratanytarsus sp.  water mite diet isolate 14355-BHL040517-GBD26209_20774-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGACTATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTTTTGCCTCTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTACCCCCCTCTGTAACTCGTTTACTTACAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614278 Paratanytarsus sp.  water mite diet isolate 14362-BHL040517-GBD18165_4195-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGTAACATTTATTGGAGATGATCAAATCTATAATGATATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATAACTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATACAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGCGCTGGAAA

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614279 Paratanytarsus sp.  water mite diet isolate 14364-BHL040517-GBD8855_5158-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGTATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTCG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGTACCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACGCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614280 Paratanytarsus sp.  water mite diet isolate 14366-BHL040517-GBD13741_20367-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTCGGTGTCTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGA

CACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGATCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614281 Paratanytarsus sp.  water mite diet isolate 14402-BHL040517-GBD22843_24354-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCTTTAAGTATATTAATTCGAGCAGAATTAGGACA

TCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGTGGTTTTGGAAATTGACTACTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAATA

AATAATATAAGTTTTAGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614282 Paratanytarsus sp.  water mite diet isolate 14419-BHL040517-GBD26424_8027-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATTGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAT

ACCCTGGAACATTCATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATA

AATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACATCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614283 Paratanytarsus sp.  water mite diet isolate 14422-BHL040517-GBD18925_26481-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATATTATTTTTGGAGCTTGATCTGGAATAATAGGAACTTCCTTAAGTATATTAATTCGAGCAGAACTAGGACG

CCCTGGAACTTTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATA

AATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614284 Paratanytarsus sp.  water mite diet isolate 14423-BHL040517-GBD14078_19186-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATATTCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTATGGGTCCCCGATATAGCTTTACCCCGCAT

AAATAATATAAGTTTTTGATTACTTCCCACATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614285 Paratanytarsus sp.  water mite diet isolate 14428-BHL040517-GBD10885_6637-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTGATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTCGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATGTAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGATTAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614286 Paratanytarsus sp.  water mite diet isolate 14429-BHL040517-GBD9968_26860-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATTTTAGGCGCCCCAGATATGGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACGCTTTTACGTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614287 Paratanytarsus sp.  water mite diet isolate 14434-BHL040517-GBD2369_14957-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTAGGCACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATCTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614288 Paratanytarsus sp.  water mite diet isolate 14440-BHL040517-GBD9537_14467-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGTGCTCGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATACAAGATTTTGACTACTTCCCCCCTCTTTAACACTTTTTCAATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614289 Paratanytarsus sp.  water mite diet isolate 14445-BHL040517-GBD3220_16335-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAAATTTTATTGGAGATGACCATATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTCTGACTTCTTCCCCCCTCTCTAACTCTTTTACTTTCAAGTAGAACAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614290 Paratanytarsus sp.  water mite diet isolate 14472-BHL040517-GBD24862_25554-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTCATTTTCGGAGCATGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTAACAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614291 Paratanytarsus sp.  water mite diet isolate 14476-BHL040517-GBD24464_15220-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGTGCCTGATCAGGTATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACA

ACCCGGAACTTTTATTGGGGATGATCAAATTTATAATGCAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTAACAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614292 Paratanytarsus sp.  water mite diet isolate 14480-BHL040517-GBD9811_6050-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGTTTGATCAGGAATAATCGGAACATCCTTAATTATATTAATTCGAGCAGAATTATGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATCATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCCCGTATA

AATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTTTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614293 Paratanytarsus sp.  water mite diet isolate 14483-BHL040517-GBD22801_13418-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCGGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTGGAATGTTATTGTTACAGCTCATGCTTTTTTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAGTTGACTTCTTCCCTTAATATTAGGAGCCCCCGATATAGCTTTCCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCTATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614294 Paratanytarsus sp.  water mite diet isolate 14492-BHL040517-GBD6432_16403-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCATTAAGTATATTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTTTTGTTACTGCTCATGCTTTTATTATAATGTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTCTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614295 Paratanytarsus sp.  water mite diet isolate 14496-BHL040517-GBD21874_6041-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGACTTCTTCCTTTAATACTAGGAGCACCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTCTGACTACTACCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614296 Paratanytarsus sp.  water mite diet isolate 14503-BHL040517-GBD26637_14308-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTTATTCGAGCAGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAGTGTAATCGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614297 Paratanytarsus sp.  water mite diet isolate 14507-BHL040517-GBD16757_16235-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGACAC

CTTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCCTTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATAA

ATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR742514, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614298 Paratanytarsus sp.  water mite diet isolate 14509-BHL040517-GBD29036_15373-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATATTTATTCGAGCAGAATTAGGACA

CCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGCTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAATA

AATAATATAAGTTTTTGATTACTACCCCCATCTATAACCCTTCTTCTATCAAGAAGATTAGTAGAAAATGTAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614299 Paratanytarsus sp.  water mite diet isolate 14510-BHL040517-GBD24600_25314-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGACA

CCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTGTTCCTTTAATATTAGGAGCCCCCGATATAGCATTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCTAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614300 Paratanytarsus sp.  water mite diet isolate 14517-BHL040517-GBD23066_20240-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTCTATATTTTATTTTCGGAGCTTGATCAGGAATAATAGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGA

CATCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGTGAATTGACTTCTTCCTTTAATATTAGTAGCCCTCGATATAGCGTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614301 Paratanytarsus sp.  water mite diet isolate 14521-BHL040517-GBD6939_21098-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATTGGAACTTCCTTAAGTATATTAATTCGAGTTGAATTAGGACA

CCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCCTATA

AATAATAAAAGTTTTTGATTACGTCCACCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614302 Paratanytarsus sp.  water mite diet isolate 14529-BHL040517-GBD19738_11976-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCCTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGTAGAATTAGGAC

ACCCTGGTACATTTATTGGAGAAGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCATTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614303 Paratanytarsus sp.  water mite diet isolate 14531-BHL040517-GBD14674_17444-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTTTATTTTATTTTCGGAGCTTGACCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGACA

CCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGTTTTGGGAACTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATA

AATAATATAAGTTTTTGATTACCTCCCCCATCATTAACCCTACTACTATCAAGAAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614304 Paratanytarsus sp.  water mite diet isolate 14532-BHL040517-GBD25739_11895-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGTGCCTGATCAAGAATAGTGGGAACTTCTTTAAGTATATTAATTCGAGCTGAACTAG

GACATCCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATTCCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614305 Paratanytarsus sp.  water mite diet isolate 14534-BHL040517-GBD20871_26681-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATGGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGA

CACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGCAATTGACTTCTTCCTTTAATATTTGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTTCTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614306 Paratanytarsus sp.  water mite diet isolate 14535-BHL040517-GBD25245_23330-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGCACATCCTTAAGTATATTCATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTACTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAAAAAAAGTTTTGGATTACCTTCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614307 Paratanytarsus sp.  water mite diet isolate 14537-BHL040517-GBD6598_11758-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAGGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGATTACTTCCTTTAATATTAGGAGTACACGATATAGCTTTTCCCCGTAT

AAATAATATAAGATTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAACATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614308 Paratanytarsus sp.  water mite diet isolate 14538-BHL040517-GBD13167_12896-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTACAGT

TATACCTATTTTAATTGGAGGTTTTGGGAAATGACTTCTTCC

Using NCBI BLASTN in June 2018, this sequence was 99.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614309 Paratanytarsus sp.  water mite diet isolate 14548-BHL040517-GBD20475_18623-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACTTTCATTGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGTTTTCGGAATTGACTTGTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTTTCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614310 Paratanytarsus sp.  water mite diet isolate 14555-BHL040517-GBD28853_12556-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGCATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTGCCCCGTAT

AAATAATATAAGTTGTTGATTACGTCCCCCAGCTTTAACCCGACATCTATCAAGAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614311 Paratanytarsus sp.  water mite diet isolate 14556-BHL040517-GBD11421_25406-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGATTAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACTGCTAATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCCCGTAT

AAATAATATAAGATTTTGATTACTACCCCCATCTTTAACCCTTCTTCTATCAAGAAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614312 Paratanytarsus sp.  water mite diet isolate 14561-BHL040517-GBD11470_13559-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTTTACTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTTAGTATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGATTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614313 Paratanytarsus sp.  water mite diet isolate 14967-BHL040517-GBD3806_9400-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCCTAAGAATATTTATTCGAGCTGAACTAGGCCATCACGG

AACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCCTTTATTATAATTTTTTTCATAGTTATACCT

ATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAAT

ATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614314 Paratanytarsus sp.  water mite diet isolate 15144-BHL040517-GBD27046_22359-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGATCACTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGTAAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614315 Paratanytarsus sp.  water mite diet isolate 15238-BHL040517-GBD26019_16320-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCTTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATCATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGAATACTTCCCCCATCTTTAACCCTACTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614316 Patrobus sp. water mite diet isolate 15009-BHL040517-GBD6766_9914-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGA

ATTTTAATTCGAGCAGAATTCGGTCATCCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCAT

GCTTTTGTAATAATTTTTTTTATAGTAATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTAGGAG

CTCCTGATATAGCTTTTCCCCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCTTTAACCTTACTTTTATCAAGAAC

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID MF458986, identified in GenBank 

as Patrobus longicornis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614317 Pentaneura sp. water mite diet isolate 2222-BHL072216-GBD8661_11156-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTCCTTTAAGAA

TATTAATCCGAACGGAATTAGGTCATCCTGGAACACTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAATTGGTGGATTTGGTAATTGACTAGTACCCCTTATACTAGGAG

CCCCAGATATAGCATTTCCACGAATAAATAATATAAGATTTTGACTACTACCCCCTTCTTTAACCTTACTATTATCTAGCTC

TATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID MG067468, identified in GenBank 

as Pentaneura sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614318 Phaenopsectra sp. water mite diet isolate 7475-BHL032417-GBD9800_12045-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614319 Phaenopsectra sp. water mite diet isolate 8423-BHL101416-GBD21196_16836-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATACATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGACATTAATATTAGGAGCACCTGATATGGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCTTCCTTAACATTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR289424, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614320 Phaenopsectra sp. water mite diet isolate 8451-BHL101416-GBD8695_11395-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGA

CAAAGAGGGACCCTTGTTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCATTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGA

ATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614321 Phaenopsectra sp. water mite diet isolate 8506-BHL101416-GBD20291_22515-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAAATGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATAAAACATTTCCTCGAA

AAAATAATAAAAGGTTTTGACTTTTACCCCCTTCTTTAACCTCACTACTTTCTAGTACAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614322 Phaenopsectra sp. water mite diet isolate 8518-BHL101416-GBD15453_14273-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGATCTCCAGATATGGCCTTCCCTCGAAT

AAATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614323 Phaenopsectra sp. water mite diet isolate 8537-BHL101416-GBD16374_22773-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTAGGACGTCCT

GGAACTTTAATTGGAGATGATCAAATTTATGATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAAATA

ATATAAGTTTTTGACTTTTACCCCCTTCTTTTTCTTTACTTCTTTCTAGTTCAATCTTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614324 Phaenopsectra sp. water mite diet isolate 8552-BHL101416-GBD22033_10834-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGAACTTCTTTTAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCAATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAAT

AAATAACATAAGATTTTGACTATTACCCCCTTCTTTAACATTACTTCTATCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614325 Phaenopsectra sp. water mite diet isolate 8585-BHL101416-GBD23129_6417-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTAGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCATTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR289424, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614326 Phaenopsectra sp. water mite diet isolate 8597-BHL101416-GBD19522_27979-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAACCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCATAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614327 Phaenopsectra sp. water mite diet isolate 8653-BHL101416-GBD18136_8092-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTCGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCACC

CAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGGGGATTTGGTAATTGACTAGTACCTTTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAAA

TAACATAAGTTTTTGACTATTACCCCCATCTTTAACCCTACTTCTATCTAGAACAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614328 Phaenopsectra sp. water mite diet isolate 8694-BHL101416-GBD24607_4771-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGTTTAGTACATCTAATATTAGGAGCCCCTGATATAGCATTTCTTCGAAT

AAATAATATAAGTTTTTGACTTCTACCCCCATCTTTGACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614329 Phaenopsectra sp. water mite diet isolate 8696-BHL101416-GBD12794_8419-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATTTTAATTCGAGTTGAATTAGGTC

ACCCAGGAACATTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGATCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTATTACCCCCTTCATTAACCTTACTTCTATCAAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614330 Phaenopsectra sp. water mite diet isolate 8703-BHL101416-GBD6598_7516-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTCAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614331 Phaenopsectra sp. water mite diet isolate 8707-BHL101416-GBD27397_15005-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTAAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTATTTGTAACTGCTCATGCATTTATTATATTTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGTACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614332 Phaenopsectra sp. water mite diet isolate 8708-BHL101416-GBD9960_21514-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCATTTAGAATGTTAATTCGAGCAGAATTAGGACGACCT

GGAACTTTTATTGGTGATGATCAAATTTATAATGGAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAAATA

ATATAAGTTTTTGACTTTTATCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614333 Phaenopsectra sp. water mite diet isolate 8729-BHL101416-GBD18937_19822-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTTAGTATATTAATTCGAGTTGAATTAGGAC

ACCCAGGAACTTTAATTGGAGATGATCAACTTTATAATGTACTTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACTTTTACCACCATCTTTAACTTTACTACTTTCTAGTGCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614334 Phaenopsectra sp. water mite diet isolate 8738-BHL101416-GBD3409_13489-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAGGT

CGCCCAGGTACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTAACTTTACTATTATCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614335 Phaenopsectra sp. water mite diet isolate 8743-BHL101416-GBD18655_28574-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATTTTAATTCGAGCTGAATTAGGTC

ACCCAGGCTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGTGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACTATTACCCCCTTCATTAACTTTACTTCTATCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

TGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614336 Phaenopsectra sp. water mite diet isolate 8775-BHL101416-GBD18138_11480-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACACTATGCTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGCTC

AACCAGGAACTTTAATTGGAGGTGATCAAATTTATAATGTACTTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAG

TAATACCAATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCTTCTTTAACCTTACTTCTTTCTAGTGCAGTCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR293527, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614337 Phaenopsectra sp. water mite diet isolate 8784-BHL101416-GBD20145_17184-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTATTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGT

CACCCAGGAACTTTAATTGGAGATGACCAAATTTATAATGTAGTAGTTACAACTCACGCATTTATTATAATTTTCTTTATA

GTTATACCAATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAAGATTAGGAGCCCCTGATATAGCATTTCCTCG

AATAAATAATATAAGTTTTTGATTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614338 Phaenopsectra sp. water mite diet isolate 8815-BHL101416-GBD2113_12770-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTTATTTTTGGAGCGTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTTATTGGGGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACTATTACCACCATCTTTAACTTTACTTCTTTCTAGTACAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614339 Phaenopsectra sp. water mite diet isolate 8818-BHL101416-GBD17653_20662-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGTTCATGCATTTATTATAATTTTTTTTATAGT

AATACCAATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGACTATTACCACCTTCTTTAACCTTACTACTTTCTAGTGCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614340 Phaenopsectra sp. water mite diet isolate 8825-BHL101416-GBD6156_22862-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGAAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATACTTGGAACACCTGACATAGCATTTCCTCGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614341 Phaenopsectra sp. water mite diet isolate 8831-BHL101416-GBD24413_18093-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGTTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACTTTTACCCCCTTCTTTATCCTTACTACTATCTAGTACAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR293527, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614342 Phaenopsectra sp. water mite diet isolate 8839-BHL101416-GBD9667_10571-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACGCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTT-

TTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614343 Phaenopsectra sp. water mite diet isolate 8849-BHL101416-GBD13773_22503-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGCACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGTACCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTGTTACCCCCTTCTTTAACTTTACTACTATCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614344 Phaenopsectra sp. water mite diet isolate 12062-BHL040517-GBD21196_16836-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATACATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGACATTAATATTAGGAGCACCTGATATGGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCTTCCTTAACATTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR289424, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614345 Phaenopsectra sp. water mite diet isolate 12090-BHL040517-GBD8695_11395-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGA

CAAAGAGGGACCCTTGTTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCATTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGA

ATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614346 Phaenopsectra sp. water mite diet isolate 12145-BHL040517-GBD20291_22515-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAAATGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATAAAACATTTCCTCGAA

AAAATAATAAAAGGTTTTGACTTTTACCCCCTTCTTTAACCTCACTACTTTCTAGTACAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614347 Phaenopsectra sp. water mite diet isolate 12157-BHL040517-GBD15453_14273-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGATCTCCAGATATGGCCTTCCCTCGAAT

AAATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614348 Phaenopsectra sp. water mite diet isolate 12176-BHL040517-GBD16374_22773-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTAGGACGTCCT

GGAACTTTAATTGGAGATGATCAAATTTATGATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAAATA

ATATAAGTTTTTGACTTTTACCCCCTTCTTTTTCTTTACTTCTTTCTAGTTCAATCTTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614349 Phaenopsectra sp. water mite diet isolate 12191-BHL040517-GBD22033_10834-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGAACTTCTTTTAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCAATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAAT

AAATAACATAAGATTTTGACTATTACCCCCTTCTTTAACATTACTTCTATCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614350 Phaenopsectra sp. water mite diet isolate 12224-BHL040517-GBD23129_6417-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTAGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCATTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR289424, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614351 Phaenopsectra sp. water mite diet isolate 12236-BHL040517-GBD19522_27979-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAACCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCATAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614352 Phaenopsectra sp. water mite diet isolate 12292-BHL040517-GBD18136_8092-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTCGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCACC

CAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGGGGATTTGGTAATTGACTAGTACCTTTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAAA

TAACATAAGTTTTTGACTATTACCCCCATCTTTAACCCTACTTCTATCTAGAACAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614353 Phaenopsectra sp. water mite diet isolate 12333-BHL040517-GBD24607_4771-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGTTTAGTACATCTAATATTAGGAGCCCCTGATATAGCATTTCTTCGAAT

AAATAATATAAGTTTTTGACTTCTACCCCCATCTTTGACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614354 Phaenopsectra sp. water mite diet isolate 12335-BHL040517-GBD12794_8419-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATTTTAATTCGAGTTGAATTAGGTC

ACCCAGGAACATTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGATCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTATTACCCCCTTCATTAACCTTACTTCTATCAAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614355 Phaenopsectra sp. water mite diet isolate 12342-BHL040517-GBD6598_7516-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTCAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614356 Phaenopsectra sp. water mite diet isolate 12346-BHL040517-GBD27397_15005-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTAAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTATTTGTAACTGCTCATGCATTTATTATATTTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGTACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614357 Phaenopsectra sp. water mite diet isolate 12347-BHL040517-GBD9960_21514-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCATTTAGAATGTTAATTCGAGCAGAATTAGGACGACCT

GGAACTTTTATTGGTGATGATCAAATTTATAATGGAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAAATA

ATATAAGTTTTTGACTTTTATCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614358 Phaenopsectra sp. water mite diet isolate 12368-BHL040517-GBD18937_19822-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTTAGTATATTAATTCGAGTTGAATTAGGAC

ACCCAGGAACTTTAATTGGAGATGATCAACTTTATAATGTACTTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACTTTTACCACCATCTTTAACTTTACTACTTTCTAGTGCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614359 Phaenopsectra sp. water mite diet isolate 12377-BHL040517-GBD3409_13489-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAGGT

CGCCCAGGTACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTAACTTTACTATTATCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614360 Phaenopsectra sp. water mite diet isolate 12382-BHL040517-GBD18655_28574-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATTTTAATTCGAGCTGAATTAGGTC

ACCCAGGCTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGTGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACTATTACCCCCTTCATTAACTTTACTTCTATCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

TGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614361 Phaenopsectra sp. water mite diet isolate 12414-BHL040517-GBD18138_11480-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACACTATGCTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGCTC

AACCAGGAACTTTAATTGGAGGTGATCAAATTTATAATGTACTTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAG

TAATACCAATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCTTCTTTAACCTTACTTCTTTCTAGTGCAGTCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR293527, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614362 Phaenopsectra sp. water mite diet isolate 12423-BHL040517-GBD20145_17184-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTATTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGT

CACCCAGGAACTTTAATTGGAGATGACCAAATTTATAATGTAGTAGTTACAACTCACGCATTTATTATAATTTTCTTTATA

GTTATACCAATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAAGATTAGGAGCCCCTGATATAGCATTTCCTCG

AATAAATAATATAAGTTTTTGATTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614363 Phaenopsectra sp. water mite diet isolate 12454-BHL040517-GBD2113_12770-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTTATTTTTGGAGCGTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTTATTGGGGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACTATTACCACCATCTTTAACTTTACTTCTTTCTAGTACAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614364 Phaenopsectra sp. water mite diet isolate 12457-BHL040517-GBD17653_20662-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGTTCATGCATTTATTATAATTTTTTTTATAGT

AATACCAATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGACTATTACCACCTTCTTTAACCTTACTACTTTCTAGTGCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614365 Phaenopsectra sp. water mite diet isolate 12464-BHL040517-GBD6156_22862-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGAAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATACTTGGAACACCTGACATAGCATTTCCTCGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614366 Phaenopsectra sp. water mite diet isolate 12470-BHL040517-GBD24413_18093-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGTTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACTTTTACCCCCTTCTTTATCCTTACTACTATCTAGTACAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR293527, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614367 Phaenopsectra sp. water mite diet isolate 12478-BHL040517-GBD9667_10571-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACGCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTT-

TTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614368 Phaenopsectra sp. water mite diet isolate 12488-BHL040517-GBD13773_22503-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGCACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGTACCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTGTTACCCCCTTCTTTAACTTTACTACTATCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614369 Phaenopsectra sp.  water mite diet isolate 438-BHL040517-GBD25784_6511-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATCAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614370 Phaenopsectra sp.  water mite diet isolate 1720-BHL110116-GBD29167_16355-Lq47 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTATTTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTGATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCTTCATTAACTTTACTACTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614371 Phaenopsectra sp.  water mite diet isolate 1747-BHL110116-GBD11924_8387-Lq47 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACTTTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTTATTCGAGCTGAATTAGGTC

AACCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATAATTGGAGCACCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTAACTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614372 Phaenopsectra sp.  water mite diet isolate 2849-BHL032417-GBD8299_13839-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGGGCTGAATTAGGTC

ACCCATGAACTTTAATTGGAGATGATCAAATTTATGATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTGCCTCTTTCTAGTACAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614373 Phaenopsectra sp.  water mite diet isolate 3040-BHL032417-GBD14566_17506-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGATCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTAACTTTACTTCTATCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614374 Phaenopsectra sp.  water mite diet isolate 5663-BHL032417-GBD20645_10642-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACATTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTAACTTTACTTCTATCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614375 Phaenopsectra sp.  water mite diet isolate 5774-BHL032417-GBD18389_5372-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614376 Phaenopsectra sp.  water mite diet isolate 8373-BHL101416-GBD25784_6511-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATCAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614377 Phaenopsectra sp.  water mite diet isolate 8432-BHL101416-GBD23507_4418-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTTGGAGCTTGATCAGGAATACTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCTGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTATTACCCCCTTCTTTAACTTTACTTCTATCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614378 Phaenopsectra sp.  water mite diet isolate 8548-BHL101416-GBD10799_14859-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGAAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCAGTTCCGCGAA

TAAATAATATAAGTTGTTGACTTTTACCCCCTTCTTGAACTTTACTTCGTGCTAGTTCAATCGTAGAAAATGGAGATGGAG

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614379 Phaenopsectra sp.  water mite diet isolate 8553-BHL101416-GBD9782_4333-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTATTTCGAGCTGAATTAGGTC

ACCCAGTTACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCGTCATTAACTTTACTTCTATCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614380 Phaenopsectra sp.  water mite diet isolate 8575-BHL101416-GBD3098_17625-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTCGGTCAC

CCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAA

ATAATATAAGTTTTTGACTTTTACCCCCCTCTTTAACTTTACTTCTTTCTAGTTCACTCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614381 Phaenopsectra sp.  water mite diet isolate 8632-BHL101416-GBD16986_2528-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACACTGTACTTTATTTTTGGAGCTAGATCAGGAATAGCAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGG

CACCCAGGAACTTTAGTTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGTATTTCCTCGA

ATAAATAATATAATTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR293527, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614382 Phaenopsectra sp.  water mite diet isolate 8654-BHL101416-GBD17586_8327-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACCCTTTACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTCTAACTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTTTTAT

AGTAATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCG

AATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTAACTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614383 Phaenopsectra sp.  water mite diet isolate 8655-BHL101416-GBD18098_27641-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCTTTAAGTATATTAATTCGAGCTAAATTAGGTCACCCA

GGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGAATTTATTATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAAATA

ATATAAGTTTTTGACTTTTACCCCCGTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614384 Phaenopsectra sp.  water mite diet isolate 8657-BHL101416-GBD11694_6477-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATTCCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGTAGCCCCTGATATAGCATATCCTCGAAT

AAATAATATAAGATTTTGGCTTTTACCCCCTTCTTTACCTTTAATTCCTTCTAGTTCAATCGAAAAAAATGGAGCAGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614385 Phaenopsectra sp.  water mite diet isolate 8727-BHL101416-GBD19574_19301-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGAC

ACCCAGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGAGGGATTTGGGAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTAACCTTACTTCTATCTAGTACAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614386 Phaenopsectra sp.  water mite diet isolate 8753-BHL101416-GBD24473_17626-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTACTTGGAGATGATCAAATTTATAATGTAATAGTAACTGCTCATGCATTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGTGATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAACAATATAAGATTTTGACTTTTACCCCCTTCTTTAACTTTACTACTTTCTAGTGCAACCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR293527, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614387 Phaenopsectra sp.  water mite diet isolate 8822-BHL101416-GBD21388_24016-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACCTCTACCCCCTTCTTTAACTCTACTACTTTCTAGTACAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614388 Phaenopsectra sp.  water mite diet isolate 8843-BHL101416-GBD10909_6482-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACTCTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCTGGATCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGGTTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTGGACTTTTACCCCCGTCTTTAACTTTACTACTATCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614389 Phaenopsectra sp.  water mite diet isolate 12071-BHL040517-GBD23507_4418-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTTGGAGCTTGATCAGGAATACTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCTGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTATTACCCCCTTCTTTAACTTTACTTCTATCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614390 Phaenopsectra sp.  water mite diet isolate 12187-BHL040517-GBD10799_14859-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGAAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCAGTTCCGCGAA

TAAATAATATAAGTTGTTGACTTTTACCCCCTTCTTGAACTTTACTTCGTGCTAGTTCAATCGTAGAAAATGGAGATGGAG

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614391 Phaenopsectra sp.  water mite diet isolate 12192-BHL040517-GBD9782_4333-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTATTTCGAGCTGAATTAGGTC

ACCCAGTTACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCGTCATTAACTTTACTTCTATCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614392 Phaenopsectra sp.  water mite diet isolate 12214-BHL040517-GBD3098_17625-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTCGGTCAC

CCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAA

ATAATATAAGTTTTTGACTTTTACCCCCCTCTTTAACTTTACTTCTTTCTAGTTCACTCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614393 Phaenopsectra sp.  water mite diet isolate 12271-BHL040517-GBD16986_2528-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACACTGTACTTTATTTTTGGAGCTAGATCAGGAATAGCAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGG

CACCCAGGAACTTTAGTTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGTATTTCCTCGA

ATAAATAATATAATTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR293527, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614394 Phaenopsectra sp.  water mite diet isolate 12293-BHL040517-GBD17586_8327-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACCCTTTACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTCTAACTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTTTTAT

AGTAATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCG

AATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTAACTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614395 Phaenopsectra sp.  water mite diet isolate 12294-BHL040517-GBD18098_27641-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCTTTAAGTATATTAATTCGAGCTAAATTAGGTCACCCA

GGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGAATTTATTATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAAATA

ATATAAGTTTTTGACTTTTACCCCCGTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614396 Phaenopsectra sp.  water mite diet isolate 12296-BHL040517-GBD11694_6477-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATTCCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGTAGCCCCTGATATAGCATATCCTCGAAT

AAATAATATAAGATTTTGGCTTTTACCCCCTTCTTTACCTTTAATTCCTTCTAGTTCAATCGAAAAAAATGGAGCAGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614397 Phaenopsectra sp.  water mite diet isolate 12366-BHL040517-GBD19574_19301-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGAC

ACCCAGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGAGGGATTTGGGAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTAACCTTACTTCTATCTAGTACAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614398 Phaenopsectra sp.  water mite diet isolate 12392-BHL040517-GBD24473_17626-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTACTTGGAGATGATCAAATTTATAATGTAATAGTAACTGCTCATGCATTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGTGATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAACAATATAAGATTTTGACTTTTACCCCCTTCTTTAACTTTACTACTTTCTAGTGCAACCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR293527, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614399 Phaenopsectra sp.  water mite diet isolate 12461-BHL040517-GBD21388_24016-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACCTCTACCCCCTTCTTTAACTCTACTACTTTCTAGTACAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614400 Phaenopsectra sp.  water mite diet isolate 12482-BHL040517-GBD10909_6482-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACTCTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCTGGATCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGGTTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTGGACTTTTACCCCCGTCTTTAACTTTACTACTATCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614401 Podocopida sp. water mite diet isolate 592-BHL072216-GBD22912_16602-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGTACCCTGATTGGGAATGATCAAATTTATAACACGATTGTGACTACCAATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGATATGGAAAATGATTAGTACCTTTAATACTAGAGACACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAATTGGAATACTTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614402 Podocopida sp. water mite diet isolate 594-BHL072216-GBD14051_28001-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTAATTTTTGGAGCTTGATCTGCTATGCTAGGAACTGCCTTAAGAGTATTTATTCGAGCTGAGCTCGGGCAAC

CTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACATCTGGTACACTAGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614403 Podocopida sp. water mite diet isolate 596-BHL072216-GBD26260_10848-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACTGCCTTAAGAGTACTTATTCGAGCTGATCTCGGGCAAC

CTGGGGCTCTGATTGGAAATGATCAAATTTATAACACAATTGTGACTGCCCATGCTTTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATCGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACTGGAACACTTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614404 Podocopida sp. water mite diet isolate 597-BHL072216-GBD10321_27860-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACTGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAAC

CTGGGGCAGTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGGTTTGGAAACTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGACTACTACCCCCATCCTTAACCTTATTAACAACTGGAATACTCGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614405 Podocopida sp. water mite diet isolate 601-BHL072216-GBD24039_21611-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTATTTATTCGAGCGGAGCTCGGGCAA

CCTGGAGCTCTGATTGGGAATGATCAAATTTATAACACAATTGTTACTGCCCATGCATTTATTATAATTTTTTTTATAGTA

ATACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACTGGAACACTTGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614406 Podocopida sp. water mite diet isolate 602-BHL072216-GBD26906_11010-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTACTTATTCGAGCTGAACTCGGGCAA

CCTGGGACCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTACCAACTGGAGCACTTGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614407 Podocopida sp. water mite diet isolate 603-BHL072216-GBD26855_7504-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTATTTATTCGAGCTGAGCTCGGGCAAC

CTGGGGCCTTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCTCATGCATTTATTATAATTTTTTTTATAGTAA

TACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTTCCTTTAATACTAGGGGCACCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAACAACTAGAATACTAGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614408 Podocopida sp. water mite diet isolate 605-BHL072216-GBD16609_24960-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATACTAGGAACAGCCTTTAGAATACTTATTCGAGCTGAGTTCGGGCAAC

CTGGGACCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAAAAATTGGAAGACTTACAGAAAAAGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614409 Podocopida sp. water mite diet isolate 607-BHL072216-GBD13153_10856-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTAATTTTTGGTGCTTGATCTGCTATACTAGGAACAGCCTTAAGAGTAATTATTCGAGTTGAGTTCGGGCAAC

CAGGGGCACTGATTGGAAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCATCCTTAACCTTATTAACAACTGGAATACTAACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614410 Podocopida sp. water mite diet isolate 609-BHL072216-GBD24291_7289-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGACTCTTATTGGAGATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATAGTA

ATACCAATTATAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGAGCCCCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACTGGAAGACTAGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614411 Podocopida sp. water mite diet isolate 610-BHL072216-GBD29164_18946-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGAGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTACTTATTCGAGCTGAGCTCGGTCAA

CCTGGGACCTTGATTGGAAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAAAAACTGGAACACTAACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614412 Podocopida sp. water mite diet isolate 611-BHL072216-GBD25039_20630-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTACTTATTCGAGCTGAGCTCGGGCAAC

CTGGGTCATTGATTGGGAATGATCAAATTTATAATACAATTGTGACTGCTCATGCTTTTATTATAATTTTTTTTATGGTAAT

ACCAATTATAATCGGAGGGTTTGGAAATTGACTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACTGGAACACTTGCAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614413 Podocopida sp. water mite diet isolate 612-BHL072216-GBD23030_9746-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTATTTATTCGAGCTGAGCTCGGGCACC

CTGGTGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCTTTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATA

AATAACATAAGATTTTGATTACTTCCCCCATCCTTAACCTTACTAACAACTGGAATACTAGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614414 Podocopida sp. water mite diet isolate 613-BHL072216-GBD9288_5069-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACTGCCTTAAGATTAATTATTCGAGCTGAGCTCGGTCAAC

CTGGGGCCCTGATTGGAAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGAATACTTCCCCCATCCTTAACCTTATTAACAACTGGAATACTAACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614415 Podocopida sp. water mite diet isolate 614-BHL072216-GBD26414_11765-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACATCCTTAAGAGTATTTATTCGAGCTGAGCTCGGTCACC

CTGGGGCAGTGATTGGAAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATAGTAA

TACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAATTGGAATACTAACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614416 Podocopida sp. water mite diet isolate 615-BHL072216-GBD24068_9830-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCAACAGATATTACGTTTCCCCGAAT

AAAAAAAAAAAAAATTTGAATACCTCCCCCATCCCTATCCTTATTAACAATTGGAATACTTACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614417 Podocopida sp. water mite diet isolate 617-BHL072216-GBD21529_21140-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTATTTATTCGAGCTGAGCTCGGGCAA

CCTGGTGCCCTGATTGGGAATGATCAAATTTATAACATAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATAGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGTGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCATTAACCTTATTAACAACTGGCACACTAACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614418 Podocopida sp. water mite diet isolate 620-BHL072216-GBD27539_11173-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTATTTATTCGAGCTGAGCTCGGTCAAC

CTGGGTCTCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCTCATGCAGTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACTAGAACACTTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614419 Podocopida sp. water mite diet isolate 623-BHL072216-GBD20464_21791-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACTGCCTTAAGAGTGCTTATTCGAGCTGAGCTCGGGCAA

CCTGGGACACTGATTGGGGATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATAGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCATCCTTAACCTTATTAACAATTGGAACACTTGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614420 Podocopida sp. water mite diet isolate 624-BHL072216-GBD10894_22502-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGTCAAC

CTGGGGCCCTGATTGGAAATGCTCAAATTTATAACACAATTGTGACTGACCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGACACCAGATATAGCGTTTCCTCGAATA

AAAAATAAAAGATTTTGATTACGTCCCCCAGCCTTATCCTGATTAACAATTGGAATACTTACAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614421 Podocopida sp. water mite diet isolate 628-BHL072216-GBD20263_21573-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTAATTTTTGGTGCTTGATCTGGTATGCTAGGAACAGCCTTTAGAGTATTTATTCGAGCTGAGCTCGGGCAAC

CTGGGGCATTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCTCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCATCCTTAACCTTATTAACAATTGGAACACTTGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614422 Podocopida sp. water mite diet isolate 629-BHL072216-GBD21355_4661-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACATCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAAC

CTGGGACTATGATTGGGAATGATCAAATTTATAATATAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTACCAACTGGAATACTTGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614423 Podocopida sp. water mite diet isolate 630-BHL072216-GBD12972_17005-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGACTAGTACCTTTAATAATAGGGGCACCAGAAATAGCGTTTCCTCCAAT

AAAAAAAAAAAGATTTTGATTACCTCCCCCATCCTTAACCTTACTAACAATTGGAATACTAGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614424 Podocopida sp. water mite diet isolate 632-BHL072216-GBD20415_14332-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACATCCTTAAGAGTACTTATTCGAGCTGAGCTCGAGCAAC

CTGAGACCTTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTAAGGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGACACCAGATATAGCGTTTCCTCGAATA

AATAATAAAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAATTGGAATACTTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614425 Podocopida sp. water mite diet isolate 634-BHL072216-GBD7482_5616-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTACTTATTCGAGCTGAGTTCGCGCAAC

CTGGATCCCTGATTGGAAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTCATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACTGGAATACTAGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614426 Podocopida sp. water mite diet isolate 635-BHL072216-GBD11763_23971-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTCATTTTTGGTGCTTGATCTGCTATGCTAGGAACTTCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAAC

CTGGGACAATGATTGGGAATGATCAAATTTATAACACAATTGTTACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGGGCATCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAATTGGAATACTTACAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614427 Podocopida sp. water mite diet isolate 636-BHL072216-GBD2977_20512-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGCAACAGCCTTGAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATACTATAAGACTTTGATCACTTCCCCCATCCTTAACATTATTAAAAAATGGAATACTAACAGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614428 Podocopida sp. water mite diet isolate 637-BHL072216-GBD3024_20301-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGACAA

CCTGGGACCATGATTGGGAATGATCAAATTTATAACACAATTGTTACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATAGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCCCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCATCATTAACCTTATTACCAACTGGAATAATTACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614429 Podocopida sp. water mite diet isolate 638-BHL072216-GBD6586_22135-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACTTCCTTAAGAGTATTTATTCGAGCTGAGCTCGGGCAAC

CTGGGGCCATGATTGGGAATGATCAAATTTATAACATAATTGTTACTGCCCATGCATTTGTTATAATTTTTTTTATGGTGA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAACAACTGGAATACTTGCAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614430 Podocopida sp. water mite diet isolate 640-BHL072216-GBD18572_21404-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACTGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAAC

CAGGGACCCTGATTGGAAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATCGGAGGGTTTGGAAATTGACTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCCTCCTTAACCTTATTAACAAGTGGAATACTTGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614431 Podocopida sp. water mite diet isolate 641-BHL072216-GBD14661_8967-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACTTCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAAC

CTGGGACCCTGATTGGAGATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATAGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTTCTTCCCCCATCCTTAACCTTATTAACAATTAGAATAATTGCAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614432 Podocopida sp. water mite diet isolate 642-BHL072216-GBD11969_5356-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTCATTTTTGGTGCTTGATCTGCTATGCTAGGAACTGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAAC

CTGGGACCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATGGGAGGGTTTGGAAATTGATTAGTACCCTTAATACTAGGGGCCCCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCATCCTTAACCTTATTAACAACAGGAATACTAGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614433 Podocopida sp. water mite diet isolate 643-BHL072216-GBD10660_3954-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTATGAACGGCCTTAAGAGTATTTATTCGAGCTGAGCTCGGGCAAC

CTGGGACTATGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATCGGAGGGTTTGGAAACTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACTGGAAGACTAACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614434 Podocopida sp. water mite diet isolate 644-BHL072216-GBD7201_5710-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGTCCCTGATTGGAAATGATCAAATTTATAATACAATTGTGACTGCCCATGCTTTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTACTAACAACTGGAATACTAACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614435 Podocopida sp. water mite diet isolate 646-BHL072216-GBD24301_11344-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTACTTATTCGAGTTGAGCTCGGACAAC

CTGGGTCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCGCGAATA

AATAATATAAGATTTTGACTACTACCCCCATCCTTAACCTTATTAACAACTGGAACACTAGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614436 Podocopida sp. water mite diet isolate 647-BHL072216-GBD27672_8574-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGAGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTACTTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCGTTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCTCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCATTAACCTTATTAACAACTGGAACACTTACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614437 Podocopida sp. water mite diet isolate 648-BHL072216-GBD22711_22883-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGACAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGACACCGGATATAGCTTTTCCTCAAAT

AAAAAAAAAAAAATTTTGATTACTTCCCCCATCCTTATCCTTATTAACAAATGGAATACTAACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614438 Podocopida sp. water mite diet isolate 651-BHL072216-GBD24877_19609-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGTGCTTGATCTGCTATGTTAGGAACAGCCTTAAGAGTATTTATTCGAGCTGAGCTCGGGCAAC

CAGGGACCCTGATTGGGGATGATCAAATTTATAACACAATTGTGACTGCTCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAATAGGAATACTTGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614439 Podocopida sp. water mite diet isolate 652-BHL072216-GBD4335_8075-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTATTTATTCGAGCTGAGCTCGGGCACC

CTGGGTCCTTGATTGGAGATGATCAAATTTATAACACAATTGTTACTGCCCATGCATTTATTATAATTTTTTTTATAGTAAT

ACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTTCCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACTGGAACACTAGCAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614440 Podocopida sp. water mite diet isolate 654-BHL072216-GBD14375_4706-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATGATTCGAGCTGAGCGCGGGCAAC

CTGGTGCCCTGATTGTTAATGATCAAATTTATAACACAATTTTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAAT

ACCAATTATAATAGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAACAGTTGGAATACTTGCAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614441 Podocopida sp. water mite diet isolate 655-BHL072216-GBD18659_6422-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGTGCCATGATTGAGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAATAAAAGATATTGAATACGTCCCCCATCCTTAACCTTAATAACAATTGGAATACGTACAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614442 Podocopida sp. water mite diet isolate 656-BHL072216-GBD7139_10456-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTTAGAGTATTTATTCGAGTTGAGCTCTGTCAAC

CTGGGGCCTTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAGTTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCATCCTTAACCTTATTAGCAATTGGAATACTTGCAGAAAATGAAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614443 Podocopida sp. water mite diet isolate 657-BHL072216-GBD20227_10966-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCTGCTATGCTAGGAACTTCCTTAAGAGTATTTATTCGAGCTGAGCTCGGGCAAC

CTGGGGCTCTGATTGGGGATGATCAAATTTATAATATAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACTAGAATACTTGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614444 Podocopida sp. water mite diet isolate 658-BHL072216-GBD21798_10099-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAACC

TGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAAT

ACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCAACAGAAAAAGCCGTTCCCCCAAAA

AAAAAAAAAAGAATTTGATTAACTCCCCCATCCTTATCCTTATTAACAATTGGAATACTTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614445 Podocopida sp. water mite diet isolate 659-BHL072216-GBD20901_26186-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACTGCCTTAAGAGTAATTATTCGAGCTGAGTTCGGGCAAC

CTGGGACCCTGATTGGGGATGATCAAATTTATAATATAATTGTGACTGCTCATGCATTTATTATAATTTTTTTTATAGTAG

TACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAATTGGAATACTTGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614446 Podocopida sp. water mite diet isolate 660-BHL072216-GBD28433_10246-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACTGCCTTAAGAGTATTTATTCGAGCTGAACTAGGACAAC

CTGGGACCTTGATTGGGAATGATCAAATTTATAACATAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATAGTAA

TACCTATTATAATCGGAGGGTTTGGAAATTGATTATTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACTAGAAGACTTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614447 Podocopida sp. water mite diet isolate 661-BHL072216-GBD21360_27482-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCGGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTATTATCAACTAGAACACTAGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614448 Podocopida sp. water mite diet isolate 662-BHL072216-GBD19713_19680-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACTGCCTTAAGTGTAATTATTCGAGCTAAGCTCGGGCGAC

CTGGGGCCCTGATTGGAGATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAATTAGAATACTTGCAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614449 Podocopida sp. water mite diet isolate 663-BHL072216-GBD16364_14682-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGCGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACTATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATAATAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCATCCTTAACCTTATTAGCAACTGGAATACTCACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614450 Podocopida sp. water mite diet isolate 664-BHL072216-GBD24705_19953-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAATATTTATTCGAGCTGAACTCGGTCAAC

CTGGGTCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATAATAGGGACACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAATTGGAACACTTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614451 Podocopida sp. water mite diet isolate 665-BHL072216-GBD27702_15206-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTATTTATTCGAGCTGAGTTCGGGCAAC

CTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGACCATGCATTTATTATAATTTTTTTTATAGTAA

TACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAATA

AACAATATAAGATTTTGATTACTACCCCCATCCTTAACCTTATTAACAACAGGAAGACTTGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614452 Podocopida sp. water mite diet isolate 666-BHL072216-GBD27207_18732-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGAGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTATTTATTCGAGTTGAGCTCGGGCAA

CCTGGGGCCCTGATAGGAAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATAGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTTGGGGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCATCCTTAACCTTATTAGCAACTGGAACACTAACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614453 Podocopida sp. water mite diet isolate 667-BHL072216-GBD8505_23682-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACATCCTTAAGAGTAATTATTCGAGCTGAACTCGGGCAAC

CTGGGGCAGTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACGACTGGAATACTAGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614454 Podocopida sp. water mite diet isolate 668-BHL072216-GBD10394_4649-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGTTCCCTGATTGGAGATGATCAAATTTATAACACAATTGTTACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCATTAACCTTATTAACAACTGGAATACTAACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614455 Podocopida sp. water mite diet isolate 669-BHL072216-GBD5325_13508-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACTTCCTTAAGAGTAATTATTCGAGCTGAACTCGGGCAAC

CTGGGGCCTTGATTGGGAATGATCAAATTTATAACATAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATAGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCCTCCTTAACCTTATTAACAACTGGAAGACTTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614456 Podocopida sp. water mite diet isolate 670-BHL072216-GBD28911_13782-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTACTTATTCGAGCTGAGCTCGGGCAAC

CTGGGACCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCTTTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTTGTACCTTTAATACTAGGAGCAACAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTCCCCCCATCCTTATCCTTATTAACAACTGGAACACTTGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614457 Podocopida sp. water mite diet isolate 672-BHL072216-GBD14347_28139-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGAGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTATTTATTCGAGCTGAGCTCGGTCAAC

CTGGGGCCTTGATTGGGAATGATCAAATTTATAATACAATTGTGACTGCTCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAATTGGAATACTAGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614458 Podocopida sp. water mite diet isolate 673-BHL072216-GBD16852_15641-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTAATTTTTGGAGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAATAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGACGTTGATTGGGAAAGATCAAATTTATAACACAATTGTGACTGCACATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACTGGAAGACTAGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614459 Podocopida sp. water mite diet isolate 674-BHL072216-GBD23560_9401-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACATCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAAC

CTGGGGCCCTGATTGGTCATGACCAAATTTATAACACAATTGTGACTGCCCATGCTTTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCATCCTTAACCTTATTAACAACTGGAAGACTTGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614460 Podocopida sp. water mite diet isolate 675-BHL072216-GBD16507_26642-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCAGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGTCAA

ACAGGGGCCATGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACTGGAATACTTACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614461 Podocopida sp. water mite diet isolate 677-BHL072216-GBD24974_25426-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCACTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATAGTA

ATACCAATTATAATCGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCACGAAT

AAATAATATAAGATTTTGATTACTACCCCCACCCCTAACCTTATTAACAATTAGAAGACTAGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614462 Podocopida sp. water mite diet isolate 678-BHL072216-GBD21151_26130-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTTTATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACTGCCTTAAGAGTATTTATTCGAGCTGAGCTCGGGCAAC

CTGGTGCACTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCGGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCATCCTTAACCTTATTAACAATTGGAATACTTGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614463 Podocopida sp. water mite diet isolate 679-BHL072216-GBD21510_24947-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTACTTATTCGAGCTGAGCTCGGGCAAC

CTGGAGCCCTGATTGGGAATGATCAAATTTATAACACTATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATAGTAA

TACCAATTATAATCGGAGGATTAGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCATCCTTAACCTTATTAACAACTAGAATACTTGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614464 Podocopida sp. water mite diet isolate 680-BHL072216-GBD26937_17489-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTACTTATTCGAGCTGAGCTAGGGCAA

CCTGGGACTCTGATTGGGAATGATCAAATTTATAACACTATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATAGTA

ATACCAATTATAATTGGAGGGTTTGGAAAATGACTAGTACCTTTAATACTAGGAGCACCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAACAACTGGAACACTCACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614465 Podocopida sp. water mite diet isolate 681-BHL072216-GBD11590_16178-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAGATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAAATAAAGCCTTTCCCCGAAT

AAAAAAAATAAGAATTTGAATACCACCCCCATCCTTATCCTTATTAACAATTGGAATACTTACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614466 Podocopida sp. water mite diet isolate 682-BHL072216-GBD8341_13485-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCGTTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCTCATGCATTTATTATAATTTTTTTTATAGTA

ATACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAACATAAGATTTTGATTACTACCCCCTTCCTTAACCTTATTAACAATAGGAATACTTGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614467 Podocopida sp. water mite diet isolate 684-BHL072216-GBD22749_8235-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGATTAATTATTCGAGCTGAGCTCGGGCAAC

CTGGGACACTGATTGGGAATGACCAAATTTATAACACAATTGTGACTGCCCATGCTTTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACAGGAATAATTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614468 Podocopida sp. water mite diet isolate 686-BHL072216-GBD23954_18912-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACTGCCTTTAGAGTATTTATTCGAGCTGAGCTCGGACAAC

CTGGGGCCCTGATTGGTAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATCGGAGGGTCTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGAATACTTCCCCCATCCTTAACCTTATTAACAACTAGAATACTTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614469 Podocopida sp. water mite diet isolate 687-BHL072216-GBD28466_13340-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACTTCCTTAAGTGTACTTATTCGAGCTGAGCTCGGTCAAC

CTGGGGCACTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCTTTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCGCCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCATCCTTATCCTTATTAACAATTGGAATACTTACAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614470 Podocopida sp. water mite diet isolate 688-BHL072216-GBD24783_21827-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGAGCAA

CCTGGGTCTCTGATTGGGAATGATCAACTTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAACAATATAAGATTTTGATTATTTCCCCCATCCTTAACCTTATTAACAACTGGAACACTTGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614471 Podocopida sp. water mite diet isolate 689-BHL072216-GBD22364_16512-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCGGGGGCACTAATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTGTTATAATTTTTTTTATGGTA

ATACCAATTATAATGGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCCTTTCCGCGAAT

AAATAAAATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACTGGAATACTTGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614472 Podocopida sp. water mite diet isolate 690-BHL072216-GBD8794_26757-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCTTTAAGAGTAATTATTCGAGCTGAGTTCGGGCAAC

CTGGGGCACTGATTGGGAATGATCAAATTTATAAAAGAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATAGTAA

TACCAATTATAATCGGTGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAACAACTGGAATACTTGCAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614473 Podocopida sp. water mite diet isolate 691-BHL072216-GBD9943_24029-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTCGGAACAGCCTTAAGAGTACTTATTCGAGCTGAGCTCGGGCAAC

CTGGAACCTTGATTGGAAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTACCAACTGGAATACTAGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614474 Podocopida sp. water mite diet isolate 692-BHL072216-GBD20686_28036-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGACCTTGATTGGGAATGATCAAATTTATAACACAATTGTTACTGCCCACGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTAGCCTTATTAACAAATGGAAGACTAGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614475 Podocopida sp. water mite diet isolate 693-BHL072216-GBD17838_18795-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGAAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGTACAAC

CTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTTTGACTGCCCATGCATTTATTATAATTTTTTTGATGGTAA

TACCAATTATAATCGGAGGGTTTGGAAATTGATTAATACCTTTAATACTAGTGGCAACAGATATAGCGTTTCCTCGAATA

AACAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAATTGGAATACTTACAGAAAAGGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614476 Podocopida sp. water mite diet isolate 694-BHL072216-GBD14032_16896-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCTTTATTGGAGATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTT

ATACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAAT

AAATAACATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTACCAATTGGAATACTAACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614477 Podocopida sp. water mite diet isolate 695-BHL072216-GBD11379_13230-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACTTCCTTAAGAGTATTTATTCGAGCTGAGCTCGGGCAAC

CTGGGTCCTTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTGTTATAATTTTTTTTATGGTAA

TACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCATTAACCTTATTAATAACTGGAATACTAACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614478 Podocopida sp. water mite diet isolate 697-BHL072216-GBD26777_7434-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAATAATTATTCGAGCTGAACTCGGACAAC

CTGGGACATTGATTGGAAATGATCAAATTTATAACACAATTGTTACTGCCCATGCATTTATTATAATTTTTTTCATGGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCCCCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACTGGAACACTTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614479 Podocopida sp. water mite diet isolate 1790-BHL101516-GBD23883_26640-Ldc85 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGATCTCGGGCAAC

CTGGGGCCCTGTTTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGTGGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAACAATTGGAAGACTTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614480 Podocopida sp. water mite diet isolate 1795-BHL101516-GBD2654_13449-Ldc86 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTAGATTACTTCCCCCATCCTTAACCTTATTAACAATTGGAATACTTACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614481 Podocopida sp. water mite diet isolate 1827-BHL022317-GBD10308_22320-Ldc88 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCAACAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTAGAGTACTTCCCCCATCCATAACCTTATTAACAAATGGAATACTTACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614482 Podocopida sp. water mite diet isolate 1871-BHL022317-GBD6380_8108-Ldc89 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATACTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAACAATTGGAATACTGACAGAAAATAGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614483 Podocopida sp. water mite diet isolate 1876-BHL022317-GBD5360_14007-Ldc89 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATCGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTACTAACAACTGGAACACTTGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614484 Podocopida sp. water mite diet isolate 1877-BHL022317-GBD5781_24916-Ldc89 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTAGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCACATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAACCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGTAGCACCAGATATAGCGTTTCCGCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTCATTATCAACTGGAATACTTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614485 Podocopida sp. water mite diet isolate 1878-BHL022317-GBD15073_21497-Ldc89 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGACAA

CCTGGGGCCCTGATTGGTAATGATCAAATTTATAACACAATCGTGACTGCCCATGCATTTATTATAATTTTTTTTATAGTA

ATACCAATTATAATCGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCCTCCATAACCTTATTAACAACTGGAATACTTACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614486 Podocopida sp. water mite diet isolate 1879-BHL022317-GBD8637_19772-Ldc89 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTATTTATTCGAGCTGAGCTAGGGCAA

CCTGGGACCTTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCTATTTTAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTGATTAACAACTGGAATACTAACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614487 Podocopida sp. water mite diet isolate 1880-BHL022317-GBD26784_23179-Ldc89 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTATTTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAACTGATTAGTACCTTTAATAATAGGAGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGAATTTGATTACTACCCCCATCCTGAACCTTATTAACAACTGGAACACTTACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614488 Podocopida sp. water mite diet isolate 1899-BHL022317-GBD9970_11883-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAACAATTGGAATACTTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614489 Podocopida sp. water mite diet isolate 1945-BHL022317-GBD8701_4398-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTACTTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGATTTCTTCCCCCATCCTTAACCTTATTAACAACTAGAACAATTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614490 Polypedilum sp. water mite diet isolate 2295-BHL072216-GBD8817_10530-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGACG

AACTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KU497130, identified in GenBank 

as Polypedilum sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614491 Polypedilum sp. water mite diet isolate 9253-BHL032417-GBD15498_27959-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACACCCT

GGAACATTTATTGGGGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTATAC

CTATTTTATTTGGAGGGTTTGGAAATTGACTAGTTCCTTTAATATTGGGGGCCCCTGATATAGCTTTCCCTCGAATAAATA

ATATAAGTTTTTGACTTTTACCTCCTTCTTTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR693297, identified in GenBank as 

Polypedilum sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614492 Polyphemus sp. water mite diet isolate 589-BHL072216-GBD9597_6799-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAAGAATTCTCATTCGTGCTGAATTAGGACAAGCAGGAAGATTAATTGGTGATGATCAAATTTATAACGTAATTGTTAC

TGCCCATGCTTTTGTTATAATTTTTTTTATAGTGATGCCTATTATAATTGGGGGGTTTGGTAATTGACTTGTTCCTTTAATG

TTAGGAGCTCCTGATATGGCTTTTCCTCGGTTAAATAATTTAAGTTTCTGATTCCTTCCTCCTGCTTTAACTCTTCTCTTAG

TTGGGGGGGCTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID GQ406859, identified in GenBank 

as Polyphemus pediculus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW614493 Polyphemus sp. water mite diet isolate 702-BHL072216-GBD11903_12913-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAAGAATTCTCATTCGTGCTGAATTAGGACAAGCAGGAAGATTAATTGGTGATGATCAAATTTATGACGTAATTGTAAC

TGCCCATGCTTTTGTTATATTTTTTTTTTTTATAGTGATGCCTATTATAATTGGGGGGTTTGGTAATTGACTTGTTCTTCTA

ATGTTAGGAGCTCCTGATATGGCTTTGCCTCGGTTAAATAATTTAAGTTTCTGATTCCTTCCTCCTGCTTTAACTCTTCTCT

TAGTTGGGGGGGCTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID GQ406859, identified in GenBank 

as Polyphemus pediculus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW614494 Polyphemus sp. water mite diet isolate 717-BHL072216-GBD12268_17630-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAAGAATTCTCATTCGTGCTGAATTAGGACAAGCAGGAAGATTAATTGGTGATGATCAAATTTATAACGTAATTGTAAC

TGCCCATGCTTTTGTTATAATTTTTTTTATAGTGATGCCTATTATAATTGGAGGGTTTGGTAATTGACTTGTTCCTCTAATG

TTAGGAGCTCCTGATATGGCTTTTCCTCGGATAAATAATATAAGATTCTGATTCCTTCCCCCTGCTTTAACCCTTCTCTTAG

TTGGGGGAGCTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID GQ406859, identified in GenBank 

as Polyphemus pediculus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW614495 Polyphemus sp. water mite diet isolate 726-BHL072216-GBD23718_4881-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAAGAATTCTAATTCGTGTTGAATTAGGACAAGCAGGAAGATTAATTGGTGATGATCAAATGTATAACGTAATTGTAAC

TGCCCATGCTTTTGTTATAATTTTTTTTATAGTGATGCCTATTATAATTGGGGGGTTTGGTAATTGACTTGTTCCTCTAATG

TTAGGAGCTCCTGATATGGCTTTTCCTCGGTTAAATAATTTAAGTTTCTGATTCCTTCCTCCTGCTTTAACCCTTCTCTTAG

CTGGGGCAGCTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID GQ406859, identified in GenBank 

as Polyphemus pediculus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW614496 Polyphemus sp. water mite diet isolate 728-BHL072216-GBD20559_18169-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAAGAATTCTCATTCGTGCTGAATTAGGACAAGCAGGAAGATTAATTGGTGATGATCAAATTTTTAACGTAATTGTAAC

TGCCCATGCTTTTGTTATAATTTTTTTTATAGTGATGCCTATTATAATTGGGGGGTTTGGTAATTGACTTGTTCCTCTAATG

TTGGGAGCTCCTGATATAGCATTCCCTCGGATAAATAATATAAGTTTCTGATTCCTTCCTCCTGCTTTAACTCTACTCTTAG

TTGGGGGGGCAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID GQ406859, identified in GenBank 

as Polyphemus pediculus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>MW614497 Polyphemus sp. water mite diet isolate 729-BHL072216-GBD8988_9762-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAAGAATTCTCATTCGTGCTGAATTAGGACAAGCAGGAAGATTAATTGGTGATGATCAAATTTATAACTTAATTGTAAC

TGCCCATGCTTTTGTTATAATTTTTTTTATAGTGATGCCTATTATAATTGGGGGGTTTGGTAATTGACTTGTTCCTTTAATG

TTAGGAGCTCCTGATATGGCTTTTCCTCGGTTAAATAATATAAGGGTCTGATTCCTTCCTCCTGCTTTAACCCTTCTCTTAG

TGGGGGGGGCAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID GQ406859, identified in GenBank 

as Polyphemus pediculus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW614498 Polyphemus sp. water mite diet isolate 740-BHL072216-GBD22349_13630-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAAGAATTCTCATTCGTGCTGAATTAGGACAAGCAGGAAGATTAATTGGTGATGATCAAATTTATAACGTACTTGTAAC

TGCCCATGCTTTTGTTATAATTTTTTTTATAGTTATGCCTATTATAATTGGGGGGTTTGGTAATTGACTTGCTCCTCTAATG

TTCGGAGCTCCTGATATGGCTTTTCCTCGGTTAAATAATTTAAGTTTCTGATTCCTTCCTCCTGCTTTAACTCTACTCTTAG

TTGGGGCGGCTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID GQ406859, identified in GenBank 

as Polyphemus pediculus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW614499 Polyphemus sp. water mite diet isolate 741-BHL072216-GBD23758_24969-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAAGAATTCTCATTCGTGCTGAATTAGGACAAGCAGGAAGATTTATTGGTGATGATCAAATTTATAATGTAATTGTAAC

TGCCCATGCTTTTGTTATAATTTTTTTTATAGTGATGCCTATTATAATTGGGGGGTTTGGTAATTGACTTGTTCCTCTAATG

TTAGGAGCTCCTGATATGGCATTTCCTCGGATAAATAATTTAAGTTTCTGATTCCTTCCTCCTGCTTTAACTCTTCTCTTAG

TTGGGGGGACTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID GQ406859, identified in GenBank 

as Polyphemus pediculus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW614500 Polyphemus sp. water mite diet isolate 1804-BHL101516-GBD21323_15664-Ldc86 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAAGAATTCTCATTCGTGCTGAATTAGGACAAGCAGGAAGATTAATTGGTGATGATCAAATTTATAACGTAATTGTAAC

TGCCCATGCTTTTGTTATAATTTTTTTTATAGTGATGCCTATTATAATTGGGGGGTTTGGTAATTGACTTGTTCCTCTAATG

TTAGGAGCTCCTGATATGGCTTTTCCTCGGTTAAATAATTTAAGTTTCTGATTCCTTCCTCCTGCTTTAACTCTTCTCTTAG

TTGGGGGGGCTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID GQ406859, identified in GenBank 

as Polyphemus pediculus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW614501 Prochyliza sp. water mite diet isolate 14568-BHL040517-GBD27315_20316-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATACGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATTAGTAAG

AAGTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR262659, identified in GenBank as 

Prochyliza xanthostoma. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614502 Prochyliza sp. water mite diet isolate 15160-BHL040517-GBD21633_19032-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTTGGAAATTGATTAATTCCTTTAATATTAGGAGC

TCCAGATATAGCCTTTCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTAACACTATTACTAGCAAGAAGT

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID KR262659, identified in GenBank as 

Prochyliza xanthostoma. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614503 Psectrocladius sp. water mite diet isolate 812-BHL100916-GBD3115_11194-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTAAAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614504 Psectrocladius sp. water mite diet isolate 855-BHL100916-GBD11118_21024-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGATTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614505 Psectrocladius sp. water mite diet isolate 963-BHL100916-GBD21612_18845-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTCATGCC

GGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGGATAAAA

AAAATAAGTTTCTGATTACTTCCCCCGTCATTAATTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614506 Psectrocladius sp. water mite diet isolate 964-BHL100916-GBD22539_27002-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTACTTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATAACTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAAAATAAGTTTTTGATTAATTCCCCCGTCATTAAATTTACTATTAACTAGCTCCCTAGTTGAAAAGGGAGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614507 Psectrocladius sp. water mite diet isolate 990-BHL100916-GBD22299_13478-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTCGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CACTGGTTCCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614508 Psectrocladius sp. water mite diet isolate 1028-BHL100916-GBD18732_12385-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAGCTCGGTCA

CGCCGGTACCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCACGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614509 Psectrocladius sp. water mite diet isolate 1054-BHL100916-GBD14853_12880-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCACACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTACTATCATCTAGCACACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614510 Psectrocladius sp. water mite diet isolate 2571-BHL072216-GBD17038_22017-Lq68 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCCGGGTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTTATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614511 Psectrocladius sp. water mite diet isolate 2709-BHL032417-GBD16104_11082-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCACTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614512 Psectrocladius sp. water mite diet isolate 2711-BHL032417-GBD8960_9826-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATCCTGGAAT

ATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTT

TAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAAATAATATA

AGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614513 Psectrocladius sp. water mite diet isolate 2964-BHL032417-GBD15846_20514-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTATGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAAAGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAGTATTAGGAGCCCCCGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614514 Psectrocladius sp. water mite diet isolate 3005-BHL032417-GBD13804_2406-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGATCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATAATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGAA

ATACCTTTTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGACCAG

G

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614515 Psectrocladius sp. water mite diet isolate 3119-BHL032417-GBD25833_19678-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCCATTTTAATTGGAGGATTTGGACATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614516 Psectrocladius sp. water mite diet isolate 4062-BHL032417-GBD25876_23101-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGTGCAGAACTCGGTCA

CGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTTGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTCTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614517 Psectrocladius sp. water mite diet isolate 4218-BHL032417-GBD12435_13032-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CACTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTACCCCCGTCATTAACTTTACTAATATCTAGCGCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614518 Psectrocladius sp. water mite diet isolate 4219-BHL032417-GBD24356_13814-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCCCACGATTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGAATACTTCCCCCGTCATTAACTTTACTATTAGCTAGCACGCCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614519 Psectrocladius sp. water mite diet isolate 4281-BHL032417-GBD8002_14244-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGGTCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATCGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614520 Psectrocladius sp. water mite diet isolate 4333-BHL032417-GBD25003_12151-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAATGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ACAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614521 Psectrocladius sp. water mite diet isolate 4438-BHL032417-GBD20921_13656-Ldc32 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCAGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTACTATTATCTAGATCACTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR288763, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614522 Psectrocladius sp. water mite diet isolate 5422-BHL032417-GBD6889_19075-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CACTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCAGGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCTCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCAAGCAGACTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614523 Psectrocladius sp. water mite diet isolate 5613-BHL032417-GBD14261_21405-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAACTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTTGTTCATTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614524 Psectrocladius sp. water mite diet isolate 5630-BHL032417-GBD15443_8700-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGAC

GGCCTGGAACTTTTATTGGAGATGATCAAATGTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614525 Psectrocladius sp. water mite diet isolate 5657-BHL032417-GBD2375_11815-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGCTCAGGCATAGTAGGCAATTCTTTAAGAATTTTAATTCGAGCAGAGCTCGGTC

ACGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTCATTGTTACCGCTCACTTTTTTGTAATACTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTATCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614526 Psectrocladius sp. water mite diet isolate 5662-BHL032417-GBD23827_10164-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGATTTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614527 Psectrocladius sp. water mite diet isolate 5704-BHL032417-GBD12243_8907-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTC

ACGCTGGTTCCTTTATTGGAGATGATCAAATTTATAGTGTTATTGTTACCGCTCACGCTTATGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCATTAATATTAGGAGCCCCCGACATAGCATTCCCACGAA

TAAATAATATAAGTTTTTGATTACTTCCACCGTCATTAACTTTACTATTTTCTAGCTCACTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614528 Psectrocladius sp. water mite diet isolate 5710-BHL032417-GBD4317_9085-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTTGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCCTCTTTAACTCTTCTTTTATCAAGCTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614529 Psectrocladius sp. water mite diet isolate 5822-BHL032417-GBD29217_16623-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCAGGAACGGGAGGAGGAGCGAGCGCGCGAGGGGAAAAGGGAGCGG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614530 Psectrocladius sp. water mite diet isolate 5864-BHL032417-GBD24971_18220-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGTACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614531 Psectrocladius sp. water mite diet isolate 5867-BHL032417-GBD29215_17074-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

TGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGTAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCAGTAACGGGAGGAGTAGCTAACTCTCTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614532 Psectrocladius sp. water mite diet isolate 5879-BHL032417-GBD29433_15141-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TCCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTAATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614533 Psectrocladius sp. water mite diet isolate 5899-BHL032417-GBD21796_21749-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCTGGTTCTTTTATCGGTGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCCATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614534 Psectrocladius sp. water mite diet isolate 5901-BHL032417-GBD20105_4594-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

TTACCTATTTTAATTGGAGAGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614535 Psectrocladius sp. water mite diet isolate 5921-BHL032417-GBD5494_13671-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCCTGGTCAGGAATAGTCGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCCCGAATAA

ATAACATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCACACTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614536 Psectrocladius sp. water mite diet isolate 5923-BHL032417-GBD17419_28372-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGTAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAAATCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614537 Psectrocladius sp. water mite diet isolate 6069-BHL032417-GBD12533_14448-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATCCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTCCTTCCCCCTTCATGAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614538 Psectrocladius sp. water mite diet isolate 6501-BHL032417-GBD15604_26441-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCTGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCGTCATTAACTCTACTACTATCTAGTTCTCTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR776852, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614539 Psectrocladius sp. water mite diet isolate 6977-BHL032417-GBD7527_17591-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATATTGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGATCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614540 Psectrocladius sp. water mite diet isolate 7455-BHL032417-GBD20752_10415-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGAAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614541 Psectrocladius sp. water mite diet isolate 8554-BHL101416-GBD7500_11805-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCAC

GCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTTCTACCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614542 Psectrocladius sp. water mite diet isolate 10957-BHL101516-GBD24296_12233-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCTCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTCCCCCCGTCATTAACTTTACTATGATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614543 Psectrocladius sp. water mite diet isolate 11087-BHL110116-GBD22874_6676-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR751697, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614544 Psectrocladius sp. water mite diet isolate 11160-BHL110116-GBD6810_9173-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCC

CGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAAA

TAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614545 Psectrocladius sp. water mite diet isolate 11162-BHL110116-GBD19490_9223-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGAAATAGCATTCCCACGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCACTAACTTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614546 Psectrocladius sp. water mite diet isolate 11217-BHL110116-GBD10992_4555-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATGCAGG

CTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAATACCT

ATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATGGCATTCCCTCGAATAAATAA

TATAAGTTTTTGATTACTTCCCCCGTCATTGACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614547 Psectrocladius sp. water mite diet isolate 11270-BHL110116-GBD12625_21196-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAGTTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCCCCAAT

AAAAAAAATAAGGTTTTGAATACCTCCCCCGTCATTAACCTTACCATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614548 Psectrocladius sp. water mite diet isolate 11316-BHL110116-GBD28345_17678-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTCCCATTAATATTAGGAGCCCCCGATATGGCATTCCCACGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614549 Psectrocladius sp. water mite diet isolate 11337-BHL110116-GBD16319_27277-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCTGACATGGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCATCATTAACTTTACTATTATCTAGCAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614550 Psectrocladius sp. water mite diet isolate 11367-BHL110116-GBD4550_14624-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCTGGCTCCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCACACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTGATATTAGGAGCCCCCGACATAGCATTCCCGCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTACTATTATCAAACTCACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614551 Psectrocladius sp. water mite diet isolate 11385-BHL110116-GBD11629_14872-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGACCAGAACTCGGTCA

CACTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCATTCCCGCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614552 Psectrocladius sp. water mite diet isolate 12193-BHL040517-GBD7500_11805-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCAC

GCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTTCTACCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614553 Psectrocladius sp. water mite diet isolate 12496-BHL040517-GBD23752_19035-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGTATTTTAATTCGAACAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGTGGTTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCAGACTAGTGGAAAATGGAACTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614554 Psectrocladius sp. water mite diet isolate 12501-BHL040517-GBD27670_10208-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGGTCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAACCCCTGATATAACATTCCCTCGAAT

AAAAAAAAATAATTTTTGATTTCTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614555 Psectrocladius sp. water mite diet isolate 12507-BHL040517-GBD12549_6304-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAAAACTCTGTCAC

GCTGGTTATTTCATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTCTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCTTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCGAGTTGGAAATGGAACTGGAAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614556 Psectrocladius sp. water mite diet isolate 12509-BHL040517-GBD11127_12608-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCCGGTATAGTAGGTACATCTTTAAGATTTTTATTTCGAGCAGAACTCGGTC

ACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTAAAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCACCTGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCTTCATTAACTTTACTATTATCTAACTCTCTAGTAGAAAACGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614557 Psectrocladius sp. water mite diet isolate 12511-BHL040517-GBD16303_4231-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCGTGAGCAGGTATAGTAGGGACATCTTTAAGAATTTTAATGCGAGCAGAACTCGGT

CACGCTTGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCTCTCACGCTTTTGTAAGAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGCAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614558 Psectrocladius sp. water mite diet isolate 12517-BHL040517-GBD12957_3575-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCTTGTCCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGCT

ACGCTGGTTCTTTAATGGGAGAAGATCAAATTTATAATGTAATTGTTACCGCACACGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAGATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614559 Psectrocladius sp. water mite diet isolate 12525-BHL040517-GBD3663_15541-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTTTTTAATCGGAAACGATCAAATTTATAATGTACTTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCCGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATCAAAGTTACTATTATCCAGCGCTCTAGTTGAAAATGGAGATGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614560 Psectrocladius sp. water mite diet isolate 12531-BHL040517-GBD26074_22092-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTTGGAGCCTGATCAGGTATAGTAGGTACCTCTTTAAGCATTTTAATTCGATCAGAACTCGGTCA

CGCTGGTTCTTTTATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATACTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGGTTTTGATTATTTCCCCCGTCAGTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614561 Psectrocladius sp. water mite diet isolate 12537-BHL040517-GBD16748_21765-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTACTTCGAGCAGAACTCGGTC

ACGCTGTGTCTTTAATCGGAGACGATCAAATTTATAATGTTATTGTTACCGCTCACGCTTTTGTAATCATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGATATTGATTAGTTACTTTAAGATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATGATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614562 Psectrocladius sp. water mite diet isolate 12551-BHL040517-GBD20933_28093-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGCTCGGGTATATTAGGTACATCTTTAAGATTTTTAATTCGATCGGAACTCGGTC

ACGCTGGTTCTTTAATGGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTTTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614563 Psectrocladius sp. water mite diet isolate 12553-BHL040517-GBD16993_28765-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGTTTAGTAGGAACATCTTTAATATTTTTATTTCGAGCAGAACTCGTTCA

CGCTGGTTCTTTAATCGGAGACGATCAATTTTATAATGTAATTGTTACCGCTCTCTCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614564 Psectrocladius sp. water mite diet isolate 12555-BHL040517-GBD21323_20613-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGAGGATCAAATTTATAATGTAATTGTTACCGCTCACGCATTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCTCCGTCATTAACTTTACTATTATCAAGCTCACTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614565 Psectrocladius sp. water mite diet isolate 12563-BHL040517-GBD14786_20600-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTTGGAGCCTGATCAGGAATAGTAGGAACATCTTTAAGAATTTGAATTCTAGCAGAACGCGGTC

ACGCAGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGTTTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCGCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614566 Psectrocladius sp. water mite diet isolate 12568-BHL040517-GBD29049_13061-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCGGGTATAGTAGGTCCGTCTTTAAGATTTTTAATACGATCAGAACTCGGTC

ACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGTGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTGACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614567 Psectrocladius sp. water mite diet isolate 12570-BHL040517-GBD20677_3498-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCATGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATCATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTACCGGTAATATTAGGAGCCCCCGACCTTGCGTTCCCTCCAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614568 Psectrocladius sp. water mite diet isolate 12571-BHL040517-GBD24307_25448-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGCTCAGGTTTAGTGGGTACTTCTTTAATATTTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGACACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTTTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614569 Psectrocladius sp. water mite diet isolate 12582-BHL040517-GBD21975_20282-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTATTTCGAGCAGAACTCGGTC

ACGCTGGTTCTTTAATCGGAGACGATCAATTTTATAATGTATTTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCTCCTGATATAGCATTCCCGCGAA

TAAATAATATAAGATTTGGATTACTTGCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614570 Psectrocladius sp. water mite diet isolate 12585-BHL040517-GBD28385_11991-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGACCAGAACTCGGACA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCTCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCTTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614571 Psectrocladius sp. water mite diet isolate 12591-BHL040517-GBD25720_9237-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGATATATTAGATACATCTTTAAGAATTTTATTTCGATCAGATCTCGGTCA

CGCTGGTTATTTAATCGGAGACGATCAATTTTATAATGTATTTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614572 Psectrocladius sp. water mite diet isolate 12595-BHL040517-GBD29595_13923-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTTGGACA

AGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGACTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTCTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614573 Psectrocladius sp. water mite diet isolate 12596-BHL040517-GBD13473_1747-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACG

CTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTACAGTGAT

ACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTACCCCCGTCATTAACATTACTATTATCAAGCACACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614574 Psectrocladius sp. water mite diet isolate 12599-BHL040517-GBD23177_22509-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTA

GTACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614575 Psectrocladius sp. water mite diet isolate 12600-BHL040517-GBD28070_17973-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGAAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614576 Psectrocladius sp. water mite diet isolate 12606-BHL040517-GBD6458_8322-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCGTCATTAACTTTACTACTATCAAGCACTCTAGTGGAAAATGGAGCAGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614577 Psectrocladius sp. water mite diet isolate 12608-BHL040517-GBD28862_12741-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCTGGTTCTTTAATAGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCATTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTTGGAGCCCCAGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614578 Psectrocladius sp. water mite diet isolate 12616-BHL040517-GBD5927_9777-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATACCTTCCCCTCAAAA

AAAAAATATAATTTTTTTATTCCTCCCCCCGCCATTAACTTTACTATTATCTAGCTCTCTAGTCGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614579 Psectrocladius sp. water mite diet isolate 12617-BHL040517-GBD27877_13760-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCGGGTATAGTAGGTCCATCTTTAAGATTTTTATTTTGAGCAGATCTCGGTC

ACGCTGGTTCTTTAATCGGAGACGTTCAAATTTATAATGTAATTGTTCCCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGAGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614580 Psectrocladius sp. water mite diet isolate 12619-BHL040517-GBD28301_19967-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATATTAGTTACATCTTTAAGAATTTTAATTCGAGCAGAACTCTGTCAC

GCTGGTTCTGTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATCGTG

ATACCTATTTTAATTGGAAGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCACTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTCCCCCCGGCATTAACTTTACTATTATCTAGGTCTCTAGTTGAAAAGGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614581 Psectrocladius sp. water mite diet isolate 12620-BHL040517-GBD26079_23087-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAAAATTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCCACTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTCGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614582 Psectrocladius sp. water mite diet isolate 12624-BHL040517-GBD22897_13050-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGACAC

ACTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCATCATTAACCTTACTATTATCTAGCAGACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614583 Psectrocladius sp. water mite diet isolate 12625-BHL040517-GBD28500_13957-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTGT

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCGCACGCCTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATGGTTTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATGCCCTCGAA

TAAATAATATAAGTTTTTGATTAATTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAACGGAGCTGAAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614584 Psectrocladius sp. water mite diet isolate 12626-BHL040517-GBD16216_12247-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAACTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGCTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCTCCCGTCATTAACTTTACTATTATCTAGCTCTCTAATTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614585 Psectrocladius sp. water mite diet isolate 12627-BHL040517-GBD9855_20852-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAAAAATATAAGTTTTTGATTACTTCCCTTGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614586 Psectrocladius sp. water mite diet isolate 12629-BHL040517-GBD12654_27425-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

CGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614587 Psectrocladius sp. water mite diet isolate 12630-BHL040517-GBD6101_14297-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGTCA

CCCTGGATCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTTCTTCCCCCCTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614588 Psectrocladius sp. water mite diet isolate 12637-BHL040517-GBD24911_17072-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGGACTTCTTTAAGAATCTTAATTCGAGCAGAACTCGGTCA

TGCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR751697, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614589 Psectrocladius sp. water mite diet isolate 12639-BHL040517-GBD23190_9966-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAACAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCGCGAAT

AAATAATATAAGATTTCGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614590 Psectrocladius sp. water mite diet isolate 12642-BHL040517-GBD16725_2738-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGTTCA

CTCTGTTGCTTTAATCGTTTACGATCAAATTTATAATTTAATTGTTACCGCGCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614591 Psectrocladius sp. water mite diet isolate 12644-BHL040517-GBD17755_14824-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCAGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGGA

TAAATAATATAAGATTTTGATTATTTCCCCCGTCATTAACCTTACTATTATCTAGATCACTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614592 Psectrocladius sp. water mite diet isolate 12645-BHL040517-GBD6904_11614-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTTATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTTATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTCATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCTCCAGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614593 Psectrocladius sp. water mite diet isolate 12646-BHL040517-GBD27122_17335-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGACA

AGCTGGTACTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTTCTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614594 Psectrocladius sp. water mite diet isolate 12652-BHL040517-GBD8296_6993-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CCCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGGGCCCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAAC

TGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614595 Psectrocladius sp. water mite diet isolate 12654-BHL040517-GBD16763_16337-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAA

GCTGGTTCTTTAATCGGAGACGATCAACTTTATAATGTACTTGTTACCGCTCACGCTTTTTTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCGCACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614596 Psectrocladius sp. water mite diet isolate 12656-BHL040517-GBD24926_8417-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACTTTATTTTTGGAGCCTGATCAGGTATAGTTGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGACA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCTGATATAGCATTCCCGCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614597 Psectrocladius sp. water mite diet isolate 12658-BHL040517-GBD12395_7276-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCTGGAATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTTATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACCATTATCTAGCTCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614598 Psectrocladius sp. water mite diet isolate 12662-BHL040517-GBD23232_11165-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAGTAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTC

ACCCTGGTTCTTTAATCGGAGACGATCAAAATTATAATGTAATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614599 Psectrocladius sp. water mite diet isolate 12664-BHL040517-GBD26925_18264-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGCACATCTTTAAGAATTTTAATTCGAGTAGAACTCGGTCA

CACTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGGGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614600 Psectrocladius sp. water mite diet isolate 12665-BHL040517-GBD16702_21762-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGCACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTTACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATGTAGCATTCCCTCGAATA

AAAAATATAAGTTATGGATTACTTCCCCCGTCATTAACAGGACTATTATCTAGCGCTCGAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614601 Psectrocladius sp. water mite diet isolate 12669-BHL040517-GBD19632_23421-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGATACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTTACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614602 Psectrocladius sp. water mite diet isolate 12674-BHL040517-GBD13390_6990-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGGCC

CGCTGGTTCTTTAATCGGAGACGAGCAAATTTATAATGTACTTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTATAATAGTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGGTTACTGCCCCCGTCAGTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614603 Psectrocladius sp. water mite diet isolate 12678-BHL040517-GBD5274_11348-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTTGGAGCCCCTGATATAGCATTCCCGCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTACCATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614604 Psectrocladius sp. water mite diet isolate 12680-BHL040517-GBD28448_19152-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATAGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614605 Psectrocladius sp. water mite diet isolate 12682-BHL040517-GBD4116_13629-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGATCTTTAATCGGAGACGATCAAATTTATAATGTAACTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTACTATCTAGCAGACTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614606 Psectrocladius sp. water mite diet isolate 12683-BHL040517-GBD23021_18365-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAATAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGACAC

GCTGGTTCTTTCATCGGAGACGATCAAATTTATAATGTCATTGTTACCGCTCACGCATTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614607 Psectrocladius sp. water mite diet isolate 12684-BHL040517-GBD28058_16067-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCTGGATCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCTTCACTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614608 Psectrocladius sp. water mite diet isolate 12687-BHL040517-GBD21202_10956-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCATCATTAACCTTACTATCATCAAGAACACTAGCAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614609 Psectrocladius sp. water mite diet isolate 12688-BHL040517-GBD24230_12054-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCACG

CTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCATTTGTAATAATTTTTTTTATAGTGAT

ACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAAA

TAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTTTACTATTATCTGGCTCACTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614610 Psectrocladius sp. water mite diet isolate 12689-BHL040517-GBD23174_8911-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATCTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCACCTGATATAGCATTCCCACGAA

TAAATAATATAAGTTTTTGATTGCTTCCCCCGTCATTAACTTTACTATTATCTAGCTCAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614611 Psectrocladius sp. water mite diet isolate 12690-BHL040517-GBD24961_24190-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTTGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCAC

GCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614612 Psectrocladius sp. water mite diet isolate 12692-BHL040517-GBD15857_9284-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGTATAGTAGGTACCTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTATTCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAACATAAGATTTTGATTACTTCCCCCGTCATTAACATGACTATTATCAAGCTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614613 Psectrocladius sp. water mite diet isolate 12695-BHL040517-GBD19072_20001-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTACGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCAAGAAGACTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614614 Psectrocladius sp. water mite diet isolate 12696-BHL040517-GBD5306_13749-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

AAAATATAAGATTTTGATTACTTCCCCCGTCATTAACATTACAAAAATCTAGCGCTCTAGTTGAAAATGGAGCTGAAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614615 Psectrocladius sp. water mite diet isolate 12697-BHL040517-GBD11220_18683-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTTATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTTGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR751697, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614616 Psectrocladius sp. water mite diet isolate 12698-BHL040517-GBD12765_16242-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGAGCAGGTATAGTAGGTACATCTTTAAGAATTTTAATGCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAACTTTATAATGTCATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCGCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614617 Psectrocladius sp. water mite diet isolate 12699-BHL040517-GBD24087_21699-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCTGGATCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCCTCTTTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614618 Psectrocladius sp. water mite diet isolate 12701-BHL040517-GBD5256_11336-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTGATATTGGGAGCCCCTGATATAGCATTCCCTTGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGATCACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614619 Psectrocladius sp. water mite diet isolate 12703-BHL040517-GBD2389_18225-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCTGAATTAGGTCA

CGCTGGATCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTCTGATTACTTCCCCCGTCATTAACTTTTCTATTATCTAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614620 Psectrocladius sp. water mite diet isolate 12705-BHL040517-GBD24835_12897-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGACTGTTGCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR761745, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614621 Psectrocladius sp. water mite diet isolate 12706-BHL040517-GBD22141_17191-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGTATTTTAATTCGAGCAGAATTCGGTCA

CCCTGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCAAGATCACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614622 Psectrocladius sp. water mite diet isolate 12707-BHL040517-GBD25970_15753-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTATTTTCGGAGCTTGATCAGGTATAGTTGGTACTTCTTTAAGAATTCTAATTCGAGCAGAATTCGGTCAT

GCTGGCTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR761745, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614623 Psectrocladius sp. water mite diet isolate 12709-BHL040517-GBD2131_17202-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCATGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCTGGTTCTTTAATCGGAGACGATCAATTTTATAATGTAATTGTTACCACTCACGCTTTTGTAATAATTTTTTTGATAGTT

ATTCCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614624 Psectrocladius sp. water mite diet isolate 12710-BHL040517-GBD26505_7014-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGTATAGTAGGTATATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTCATCGGAGACGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTGTAATATTGGGAGCACCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTACCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614625 Psectrocladius sp. water mite diet isolate 12714-BHL040517-GBD18910_24057-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGTATAGTAGGTACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGACA

ACCTGGTTCTTTTATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTATAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGACTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTACTATCAAGCTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614626 Psectrocladius sp. water mite diet isolate 12715-BHL040517-GBD29005_11992-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCTGAACTAGGTCA

CCCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGAATACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCAATAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614627 Psectrocladius sp. water mite diet isolate 12717-BHL040517-GBD7771_23395-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCCGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCTGGTTCTTTAATCGGAGAGGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTACCCCCTTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614628 Psectrocladius sp. water mite diet isolate 12718-BHL040517-GBD14700_27249-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACATCTTTTATAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGAATACTTCCCCCTTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614629 Psectrocladius sp. water mite diet isolate 12720-BHL040517-GBD27083_7512-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACATTACTATTATCTAGCTCTCTTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614630 Psectrocladius sp. water mite diet isolate 12722-BHL040517-GBD3172_18705-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGTTTAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACGCTGGTTCTTTATTCGGAGACGATCAAATTTATAATGTAATTGTTACCAATCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAATTCCTTTAATATTGGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGGTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614631 Psectrocladius sp. water mite diet isolate 12726-BHL040517-GBD21412_11087-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGCCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCGTTAACTTTACTATTATCTAGCGCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614632 Psectrocladius sp. water mite diet isolate 12727-BHL040517-GBD12355_12551-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGTTTAGTAGGTACTTCTTTAAGAATTTTAATTCGAGTAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGGTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTACTATTATCTAGCTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614633 Psectrocladius sp. water mite diet isolate 12730-BHL040517-GBD6832_6395-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACTTCTTTAAGAATATTAATTCGAGCTGAACTAGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGTTCACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR776852, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614634 Psectrocladius sp. water mite diet isolate 12731-BHL040517-GBD18630_15353-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CACTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTATTATTGGGAGCCCCTGACATGGCATTCCCACGAAT

AAATAATATAAGATTTTGATTACTACCACCGTCATTAACTTTACTATTATCTAGCACACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614635 Psectrocladius sp. water mite diet isolate 12732-BHL040517-GBD8134_14074-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGTAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCAATAGTGGAAAATGGAGCTGGGACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614636 Psectrocladius sp. water mite diet isolate 12734-BHL040517-GBD19828_25322-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCAT

GCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTACTATCTAGTTCTATAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR776852, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614637 Psectrocladius sp. water mite diet isolate 12735-BHL040517-GBD16189_12213-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCCTGATCAGGTATAGTCGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

CCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGGTTACTTCCCCCGTCATTAACCTTAATATTATCTAGCACTCTAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR761745, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614638 Psectrocladius sp. water mite diet isolate 12736-BHL040517-GBD9723_17186-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACATCTTTAAGAATATTAATTCGAGTAGAACTCGGTCACGCTGG

TTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGATACCT

ATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAAATAAT

ATAAGTTTTTGGTTACTTCCCCCGTCATTAACTTTACTATTATCTAACTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614639 Psectrocladius sp. water mite diet isolate 12738-BHL040517-GBD24367_6357-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

TGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTTGGAGCCCCGGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTATTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614640 Psectrocladius sp. water mite diet isolate 12739-BHL040517-GBD18271_16146-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGATTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTTTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614641 Psectrocladius sp. water mite diet isolate 12742-BHL040517-GBD6785_22371-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAATTCGGAC

ACGCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614642 Psectrocladius sp. water mite diet isolate 12743-BHL040517-GBD28405_18024-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACATCTTTTAGTATTTTAATCCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACCGCTCACGCTTTTGTGATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614643 Psectrocladius sp. water mite diet isolate 12749-BHL040517-GBD17505_2792-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAGTTTTAATTCGAGCAGAACTCGGTCA

CGCTTTTTCTTTAATCTGAGACGATCTAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCTCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAACTCTCTAGTTGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614644 Psectrocladius sp. water mite diet isolate 12751-BHL040517-GBD21430_16557-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGTACTTCTTTAAGAATTTTTATTCGAGCAGAACTCGGTCAC

CCTGGTTCTTTAATCGGAGACGATCAAATTTATAACGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATAA

AAAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614645 Psectrocladius sp. water mite diet isolate 12757-BHL040517-GBD12969_14397-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTTTAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGATCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTAGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614646 Psectrocladius sp. water mite diet isolate 12758-BHL040517-GBD9219_24893-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATGGTG

ATACCTATTTTAATTGGAGGATTTGAAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCTCCCGTCATTAACTTTACTACTATCTAGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614647 Psectrocladius sp. water mite diet isolate 12760-BHL040517-GBD3562_13752-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGGTCAGGAATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAACTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCTTTCCCTCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614648 Psectrocladius sp. water mite diet isolate 12762-BHL040517-GBD9199_4391-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGTATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCTGGTTCTTTACTCGGAGACGATCAACTTTATAATGTTATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AACAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614649 Psectrocladius sp. water mite diet isolate 12763-BHL040517-GBD16172_28049-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGGACTCGGTCA

CCCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACATGCATTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTATTTCCTTTAATATTGGGGGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614650 Psectrocladius sp. water mite diet isolate 12768-BHL040517-GBD13754_6652-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CACTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCAATAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614651 Psectrocladius sp. water mite diet isolate 12770-BHL040517-GBD7798_17872-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGAACTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATCTTGATTACTACCCCCGTCATTAACCTTACTATTATCTAGCTCTATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614652 Psectrocladius sp. water mite diet isolate 12773-BHL040517-GBD5564_8877-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTGGGTACCTCTTTTAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGAGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCTTCATTAACATTACTATTATCAAGATCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614653 Psectrocladius sp. water mite diet isolate 12774-BHL040517-GBD1794_15123-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTGGGAGCCCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTACTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614654 Psectrocladius sp. water mite diet isolate 12775-BHL040517-GBD25762_21072-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCGTCATTAACTCTACTATTATCAAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614655 Psectrocladius sp. water mite diet isolate 12777-BHL040517-GBD5568_13765-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCATGATCAGGAATAGTAGGAACATCTTTAAGAATTTTAATTCGAGTAGAATTAGGACA

CACTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614656 Psectrocladius sp. water mite diet isolate 12783-BHL040517-GBD8076_20000-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAAGTATAGTAGGTACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTCTTTATAGTG

ATACCTATTTTAATTGGAGGGTTCGGAAATTGATTAGTTCCTTTAATATTGGGTGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614657 Psectrocladius sp. water mite diet isolate 12784-BHL040517-GBD15432_3800-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTGCATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGTCTACGATCTAATTTATAATGTAATTTTTACCTCTCACGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTACCTTTACTATTATCTAGCTCTCTAGTTGAAACTGGCGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614658 Psectrocladius sp. water mite diet isolate 12785-BHL040517-GBD27829_18367-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCACCAGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614659 Psectrocladius sp. water mite diet isolate 12786-BHL040517-GBD24280_15874-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTTATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGGTTTGGAAATTGACTACTTCCTTTAATATTAGGAGCCCCCGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614660 Psectrocladius sp. water mite diet isolate 12787-BHL040517-GBD20970_17112-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTCATAGGAGAAGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATGGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCACCGTCATTAACCTTACTAATATCTAGCGCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614661 Psectrocladius sp. water mite diet isolate 12794-BHL040517-GBD12320_28699-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCTGAACTCGGACACC

CTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTGAT

ACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614662 Psectrocladius sp. water mite diet isolate 12796-BHL040517-GBD24205_21009-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCATGATCAGGTATAGTAGGTATATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGATCTTTAATCGGAGCCGATCAAATTTATAATATAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCGCTGATATAGCATTCCCACGACT

AAACAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614663 Psectrocladius sp. water mite diet isolate 12798-BHL040517-GBD21133_19163-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTAATTCGAGCAGAACTCTGTCAC

GCTAGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTATCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614664 Psectrocladius sp. water mite diet isolate 12799-BHL040517-GBD5095_20880-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGTATTTTTATTCGAGCCGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTCGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCCGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTCTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614665 Psectrocladius sp. water mite diet isolate 12803-BHL040517-GBD20436_28387-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATTAGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCAC

GCTGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGAGTTTGGAAATTGATTAGTTCCTTTAATATTATGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614666 Psectrocladius sp. water mite diet isolate 12804-BHL040517-GBD4837_13650-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCTGGTACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTATAATG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCAAGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614667 Psectrocladius sp. water mite diet isolate 12805-BHL040517-GBD6099_10060-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATGTTTATTCGAGCAGAACTAGGACA

AGCTGGTTCTTTCATCGGAGATGATCAAATTTATAATGTAGTTGTTACCGCTCACGCTTTTATAATAATTTTTTTCATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614668 Psectrocladius sp. water mite diet isolate 12806-BHL040517-GBD21338_12010-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTGTAGTAGGTACCTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGACCCTGATATAGCATTCCCTCGAATA

AATAACATAAGATTTTGATTACTTCCCCCGTCATTAACATTACTATTATCTAGCTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614669 Psectrocladius sp. water mite diet isolate 12807-BHL040517-GBD15310_4531-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAACTCGCTCA

CTCTGTTTCTTTAATCGGAGACGATCAAATTTATAATGAAATGGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTACCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614670 Psectrocladius sp. water mite diet isolate 12809-BHL040517-GBD14362_4435-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACTCCGTATCTTTAATCAGAGACGATCAAATTTATAATGTAATTGTTACCGCACACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAAATGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTTACTTTACTATTATCTAGCTCTCTCGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614671 Psectrocladius sp. water mite diet isolate 12810-BHL040517-GBD24319_14399-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGGGGGTTTGGAAATTGATTAGTGCCTTTAATATTTGGGGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTACCCCCGTCATTAACATTACTATTATCTAGAACTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR776852, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614672 Psectrocladius sp. water mite diet isolate 12811-BHL040517-GBD22123_5107-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAACCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAATAGAACTCTGTCAC

GCTGGTTCTTTAATCGGAGACGATCAACTTTATAATGTAATTGTTACTGCTCACGCATTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTCTGATTACTTCCACCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614673 Psectrocladius sp. water mite diet isolate 12813-BHL040517-GBD24425_5150-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAAACTGATCAGGAATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614674 Psectrocladius sp. water mite diet isolate 12814-BHL040517-GBD14354_5230-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCGGATCAGGTATAGTAGGGACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACTCTGTTTCTTTAATCGGTGTCGATCTAATTTATAATGGAATTGTTACCGCGCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614675 Psectrocladius sp. water mite diet isolate 12815-BHL040517-GBD4384_15664-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGATCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATATTAATTCGAGCTGAACTCGGTCA

CACTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGGTTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR751697, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614676 Psectrocladius sp. water mite diet isolate 12817-BHL040517-GBD27790_10562-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCCTTAAGTATTCTAATTCGAGCAGAACTTGGACG

CACTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTATAGTT

ATCCCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCCCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614677 Psectrocladius sp. water mite diet isolate 12820-BHL040517-GBD7071_24750-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAACTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGTAGCTCCCGATATAGCATTCCCCCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGAACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614678 Psectrocladius sp. water mite diet isolate 12822-BHL040517-GBD27049_12021-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGACA

TGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTGCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAATA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614679 Psectrocladius sp. water mite diet isolate 12824-BHL040517-GBD25758_8892-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTAGGATAC

GCTGGTACTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTATTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCAAGCACACTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614680 Psectrocladius sp. water mite diet isolate 12827-BHL040517-GBD21581_7930-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGACTAGTTCCTGTAATATTGGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTCCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614681 Psectrocladius sp. water mite diet isolate 12828-BHL040517-GBD17282_15379-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTCATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCACCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTTCTACCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614682 Psectrocladius sp. water mite diet isolate 12830-BHL040517-GBD14716_22925-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGAGGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AACAATATAAGGTTTTGATTTCTTCCCCCGTCATTAACTTTACTATTAGCGAGCACGCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614683 Psectrocladius sp. water mite diet isolate 12831-BHL040517-GBD5757_22687-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCTCTCACGCTTTTGTAATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGAGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGGTTTTGATTACTTCCCCCATCATTAACTTTGCTATTATCTAACACGCTAGTTGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614684 Psectrocladius sp. water mite diet isolate 12834-BHL040517-GBD4002_22395-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGGACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCAA

GCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCAGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGATCACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614685 Psectrocladius sp. water mite diet isolate 12839-BHL040517-GBD18152_27420-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGACA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACATCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCGTCATTAACTTTACTACTATCTAGCACTATAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614686 Psectrocladius sp. water mite diet isolate 12842-BHL040517-GBD9687_20840-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTGTTTTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGTTGGTTCTTTAATCGGGGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTCTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATACTAGAAGTTATTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614687 Psectrocladius sp. water mite diet isolate 12843-BHL040517-GBD14621_25219-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACA

TGCTGGCTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATGGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTGCTGCCCCCGTCATTAACTTTACTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614688 Psectrocladius sp. water mite diet isolate 12846-BHL040517-GBD16558_11862-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGTAGAACTCGGTTAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAATTCCTTTAATATTGGGAGCCTCTGATATAGCAGTCCCTCGAAA

AAATAATATAAGGTTTTGATTACTTCCCCCGTCATTAACTTTGCTATTATCTAACACTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614689 Psectrocladius sp. water mite diet isolate 12847-BHL040517-GBD4052_14753-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGTATAGTAGGTACATCTTTTAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTATTAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACATTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614690 Psectrocladius sp. water mite diet isolate 12848-BHL040517-GBD4287_14804-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCTGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTTGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCGTCTTTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614691 Psectrocladius sp. water mite diet isolate 12850-BHL040517-GBD7166_12473-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CACTGGTACTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCGTCATTGACTTTACTATTATCTAGCACACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614692 Psectrocladius sp. water mite diet isolate 12851-BHL040517-GBD28566_16415-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCAT

GCTGGTACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCTTCATTAACTTTACTATTATCTAGTTCTCTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR776852, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614693 Psectrocladius sp. water mite diet isolate 12856-BHL040517-GBD4968_15239-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

TGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCCTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCACGAAT

AAATAATATAAGTTTTTGATTACTGCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614694 Psectrocladius sp. water mite diet isolate 12858-BHL040517-GBD27080_13841-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCATGATCAGGTATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCAA

GCTGGTTCTTTCATCGGAGACGATCAAATTTATAATGTACTTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTTGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614695 Psectrocladius sp. water mite diet isolate 12859-BHL040517-GBD17148_4189-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGAC

ACGCTGGATCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACACGCTTTTTTAATAATTTTTTTTATAGT

GATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTTGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCTTTAACTTTACTATTATCTATCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614696 Psectrocladius sp. water mite diet isolate 12860-BHL040517-GBD27586_21852-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGTAGAACTAGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTTGTACCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTAGTAGCTAGCGCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR761745, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614697 Psectrocladius sp. water mite diet isolate 12862-BHL040517-GBD16645_23233-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTTTATTTTATTTTTGGAACCTGATCAGGTATAGTGGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCAGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGGCATTAACTTTACTATTATCTAGCTCGCTAGGTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614698 Psectrocladius sp. water mite diet isolate 12865-BHL040517-GBD21863_27825-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATGGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGATCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAAATTTACTATTATCTAGCAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614699 Psectrocladius sp. water mite diet isolate 12867-BHL040517-GBD25522_21545-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAATTAGGTCA

AGCTGGTTCTTTAATTGGAGACGATCAAATTTATAATGTTGTTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTTGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGAAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614700 Psectrocladius sp. water mite diet isolate 12872-BHL040517-GBD23101_16795-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACATCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTTATCGGAGAGGATCAAATTTATAATGTTATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCTCTGATATAGCATTCCCACGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTCTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614701 Psectrocladius sp. water mite diet isolate 12876-BHL040517-GBD14905_18054-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGACA

CGCTGGTTCCTTAATCGGAGACGATCAGATTTATAATGTAATTGTTACCGCTCACGCCTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGTAAATTGATTAGTTCCTTTAATATTTGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGATCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614702 Psectrocladius sp. water mite diet isolate 12877-BHL040517-GBD23899_25355-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGTGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCATG

CTGGTTCTTTTATCGGAGACGAACAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGAT

ACCTATTTTAATTGGAGGGTTTGGTAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAAA

TAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCAAGCACACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614703 Psectrocladius sp. water mite diet isolate 12878-BHL040517-GBD9340_17151-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGAATAGTAGGTACTTCTTTAAGAATTTTTATTCGAGCAGAACTCGGTCA

CGCTGATTCTTTAATCGGAGACGATCAAATTTATAATGTTATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACATATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCACCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614704 Psectrocladius sp. water mite diet isolate 12881-BHL040517-GBD26732_19686-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGTAGAACTAGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTGATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCGGCATTAACTTTACTATTATCTAGCTCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614705 Psectrocladius sp. water mite diet isolate 12885-BHL040517-GBD24558_21035-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGCTATAGTAGCTACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

TGCTGGTTCTTTAATTGGAGACGATCAAATTTATTATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614706 Psectrocladius sp. water mite diet isolate 12890-BHL040517-GBD9076_24228-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCCTGATCAGGAATAGTCGGTACATCCTTAAGAATTTTAATTCGAGCAGAATTAGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGTATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR761745, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614707 Psectrocladius sp. water mite diet isolate 12892-BHL040517-GBD20066_19276-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCTGGTTCTTTAATCGGTGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAAGGTTTGGAAATTGATTATTACCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTTACTTTACTACTATCTAGCACACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614708 Psectrocladius sp. water mite diet isolate 12893-BHL040517-GBD13738_18497-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGATCTTTAATCGGTGACGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTCATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATGGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614709 Psectrocladius sp. water mite diet isolate 12894-BHL040517-GBD4776_7452-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTTTTTTTGGAGCCTGATCAGGTATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CTCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTGGGAGCCCCTGATATGGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCACCGTCATTAACTTTACTATTATCTAGCACACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614710 Psectrocladius sp. water mite diet isolate 12896-BHL040517-GBD20664_17993-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGATATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCAC

CCTGGTTCTTTAATCGGTGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTTGGAGCCCCAGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCGCACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614711 Psectrocladius sp. water mite diet isolate 12897-BHL040517-GBD29471_12961-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGTACTTCCTTAAGAATCTTAATTCGAGCAGAACTAGGTCA

TGCCGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614712 Psectrocladius sp. water mite diet isolate 12898-BHL040517-GBD15179_8133-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGTGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAACTCGGTCATG

CTGGTTCTTTTATAGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAAA

TAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614713 Psectrocladius sp. water mite diet isolate 12900-BHL040517-GBD19224_14068-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAATTCGGACA

CGCTGGTTCTTTAATCGGAGACGATCAACTTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCGCTCCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR751697, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614714 Psectrocladius sp. water mite diet isolate 12901-BHL040517-GBD9875_8822-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCTGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTGA

TACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATCAACTAGCACTCTAGCTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614715 Psectrocladius sp. water mite diet isolate 13260-BHL040517-GBD16594_13834-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACATCCT

GGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCTCCCGACATAGCATTCCCTCGAATAAAT

AATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614716 Psectrocladius sp. water mite diet isolate 13282-BHL040517-GBD5029_14358-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATCTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAGGAATTTTAATTCGAGCAGAACTCAGTCAC

GCTGGTTCTTTAATCGGATACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGGG

ATACCTATTTTAATTGGAGGGTTTGGAAATCGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

GATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR761745, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614717 Psectrocladius sp. water mite diet isolate 13317-BHL040517-GBD17199_14846-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTCATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCTCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTCTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614718 Psectrocladius sp. water mite diet isolate 13321-BHL040517-GBD23796_20893-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCTCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGCTTTTGATTACTTCCCCCATCTTTAACCCGTCTGCTATCAAGAAGATGAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614719 Psectrocladius sp. water mite diet isolate 13352-BHL040517-GBD13178_23142-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGGTCAGGAATATTCGGAACATCCTTAAGAATTTTAATTCGAGCAGAACTCGGTCACG

CTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCTCCCGACATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614720 Psectrocladius sp. water mite diet isolate 13364-BHL040517-GBD10547_17612-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATCTTAATTCGAGCAGGACTCGGTC

ACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTATTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCTCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAACTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614721 Psectrocladius sp. water mite diet isolate 13419-BHL040517-GBD4234_8787-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATACTTTATTTTCGGAGCTTGGTCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACG

CTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGAT

ACCTATTTTAATTGGAGGGATTGGAAATTGATTAGTTCCTTTAATATTGTGAGACCCTGATATAGCATTCCCTCGAATAAA

TAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCGCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR761745, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614722 Psectrocladius sp. water mite diet isolate 13421-BHL040517-GBD20158_24852-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCAAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCTGAGACAATCAAATTTATAATGTAATTGTTACCGCTCAAGCTTTTGTAATAATTTTTTTTATAGTG

ATACCCATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAACATTCCCTCGAATA

AATAATATAAATTTTTGATTACTTCCCCCGTCATTAACTTTAGTAATAACTAGCTCTCTAGTTGAAAAAGGAGCTGGAACA

GGA

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614723 Psectrocladius sp. water mite diet isolate 13454-BHL040517-GBD18881_24601-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCTTTAAGTATACTAATTCGAGCAGAATTAGGGCAC

CCTGGAACATTTACTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCTCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTTCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614724 Psectrocladius sp. water mite diet isolate 13607-BHL040517-GBD14704_10818-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAACTCGGTC

ACGCTGGTTCCTTAATTGTAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614725 Psectrocladius sp. water mite diet isolate 13655-BHL040517-GBD26202_13254-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATATAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTTGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGTAGCCCCCGACATAGCATTCCCTCGAATA

AATAATAAAAGTATTTGATTACTACCCCCGTCAGTAACATTACAATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614726 Psectrocladius sp. water mite diet isolate 13659-BHL040517-GBD13638_9964-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCTGGTTCCTTAATTGTAGATGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTACTATCTAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614727 Psectrocladius sp. water mite diet isolate 13660-BHL040517-GBD28452_16314-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCAA

GCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACTCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614728 Psectrocladius sp. water mite diet isolate 13682-BHL040517-GBD22549_14431-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCTGGTTCCTTAATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614729 Psectrocladius sp. water mite diet isolate 13751-BHL040517-GBD27816_16642-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCTGGTACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614730 Psectrocladius sp. water mite diet isolate 13756-BHL040517-GBD27992_11244-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGACATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614731 Psectrocladius sp. water mite diet isolate 13763-BHL040517-GBD10452_25334-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTTTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCTCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAATTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614732 Psectrocladius sp. water mite diet isolate 13765-BHL040517-GBD21102_23741-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCTGTCAC

ACTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTACTTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCAGACATAGCATTCCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCGCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614733 Psectrocladius sp. water mite diet isolate 13773-BHL040517-GBD26171_10168-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTCATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTACTAATTTTTTTTATAGTA

ATACCTATTTTAATTGAAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATGGCATTCCCCCGAAT

AAAAAAAAAAAGTTTTGGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614734 Psectrocladius sp. water mite diet isolate 13803-BHL040517-GBD4086_11003-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCTGAATTCGGTCAC

CCAGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGCTAATATTAGGAGCCCCTGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614735 Psectrocladius sp. water mite diet isolate 13806-BHL040517-GBD22716_24210-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGTCACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGTCA

CGCTGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCTGACATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCTTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614736 Psectrocladius sp. water mite diet isolate 13823-BHL040517-GBD27674_15160-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACCTCTTTTAGAATTTTAATTCGAGCAGAACTAGGTCA

TGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCATTAACATTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614737 Psectrocladius sp. water mite diet isolate 13825-BHL040517-GBD9299_22195-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTTATTCGAGCTGAACTCGGTCAC

GCTGGTACCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614738 Psectrocladius sp. water mite diet isolate 13846-BHL040517-GBD20012_3978-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGCAATTGTTACCGCCCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTCTCGTTAATATTAGGAGCCCCCGACACAGCATTCCCTCGAA

TAAATAATATAAGGTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATTTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614739 Psectrocladius sp. water mite diet isolate 13860-BHL040517-GBD21137_24450-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCCTGATCAGGCATAGTTGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTGCCCCCGTCATTAACGTTACTATTATCTAGATCACTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614740 Psectrocladius sp. water mite diet isolate 13871-BHL040517-GBD4117_11569-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTCTAATTCGAGCAGAATTCGGTCA

CGCTGGATCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTTTAATAATTTTTTTTATAGTA

ATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAACTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614741 Psectrocladius sp. water mite diet isolate 13877-BHL040517-GBD5747_11088-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCTGGTACCTTAATTGGAGATGATCAAATTTGTAATGTAATTGTTACCGCTCATGCTTTTATAATAATTTTTTTTATGGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614742 Psectrocladius sp. water mite diet isolate 13918-BHL040517-GBD4900_16071-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTCGGACA

CCCTGGCTCCTTGATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTACTATTATCAAGCTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614743 Psectrocladius sp. water mite diet isolate 13920-BHL040517-GBD28126_18145-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGACA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCTGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTTCTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614744 Psectrocladius sp. water mite diet isolate 13934-BHL040517-GBD16728_16160-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGAAGAATTCGGTCA

CGCTGGTTCCTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614745 Psectrocladius sp. water mite diet isolate 13935-BHL040517-GBD24249_20134-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGATTCATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATCTTAATTGGAGGATTTGGAAATTGATTACTTCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614746 Psectrocladius sp. water mite diet isolate 13941-BHL040517-GBD24812_8474-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCTGAACTCGGACAC

GCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCGTTAATATTAGGAGCCCCCGACATAGTATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR751697, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614747 Psectrocladius sp. water mite diet isolate 13948-BHL040517-GBD9329_23056-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATCTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGTGCTCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCAAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614748 Psectrocladius sp. water mite diet isolate 13953-BHL040517-GBD18001_13764-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACA

CTGGTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGAGCCCCCGACATAGCATTCCCACGAATAA

ATAATATAAGATTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614749 Psectrocladius sp. water mite diet isolate 13954-BHL040517-GBD29498_17763-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTCCCCCCGTCAGGAACGGGACGAGGAGCGAGCGCGCGAGGGGAAAAGGGAGCGG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614750 Psectrocladius sp. water mite diet isolate 13963-BHL040517-GBD6270_11585-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCATGATCAGGCATAGTAGGCACTTCTTTAAGAATTCTAATACGAGCAGCAGGCGGTC

ACGCTAGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTGGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATGATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614751 Psectrocladius sp. water mite diet isolate 13965-BHL040517-GBD26613_11412-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCTGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCAGTAACCTTACTATTATCAAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614752 Psectrocladius sp. water mite diet isolate 14578-BHL040517-GBD21423_6709-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAATTTTAATTCGTGCTGAATTAGGACACCCTGG

AGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATGCATTTGTAATAATTTTTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCTCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAAA

TAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614753 Psectrocladius sp. water mite diet isolate 14607-BHL040517-GBD22967_11781-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCTCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATTAGTAAGAAGTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614754 Psectrocladius sp. water mite diet isolate 14636-BHL040517-GBD26021_22376-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTACTTTAAGATTTTTAATTCGACTAGAATTAGGACA

CCCAAGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCATATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTAATTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614755 Psectrocladius sp. water mite diet isolate 14661-BHL040517-GBD22362_15129-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACA

CCCAGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCTGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCAAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614756 Psectrocladius sp. water mite diet isolate 14662-BHL040517-GBD19272_13068-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCTGAACTCGGTCAT

GCCGGTTCCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614757 Psectrocladius sp. water mite diet isolate 14679-BHL040517-GBD16315_24413-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCCGG

GACATTTATTGAAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGAAATACCT

ATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAAATAA

TATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614758 Psectrocladius sp. water mite diet isolate 14714-BHL040517-GBD23554_6920-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTCGGGGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTGATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614759 Psectrocladius sp. water mite diet isolate 14716-BHL040517-GBD14553_29020-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGATTTTTAATTCGAGCAGAACTCGGAC

ACGCAGGATCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614760 Psectrocladius sp. water mite diet isolate 14719-BHL040517-GBD9959_2908-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGTCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCCGGTACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTACTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614761 Psectrocladius sp. water mite diet isolate 14737-BHL040517-GBD13419_6765-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGAATTTTAATTCGAGCAGAACTCGGTCACGCCGG

TTCCTTAATTGGAGATGATCAAATTCATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAATACCT

ATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCCCGAATAAATAA

TATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTACCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614762 Psectrocladius sp. water mite diet isolate 14739-BHL040517-GBD7042_20437-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CCCCGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATACTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614763 Psectrocladius sp. water mite diet isolate 14741-BHL040517-GBD13391_5934-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCATGAGCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATGCGAGCAGAGCTCGGT

CACGCCGTTTCCTTAATGGGAGATGATCAAATTGATAATGTAATTGTTACCGCGCACGCTTTTGTAATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCG

ACTAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGCGCTGG

ACCAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614764 Psectrocladius sp. water mite diet isolate 14766-BHL040517-GBD28588_10073-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTGCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCCCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCCTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAAAAAAAAGTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614765 Psectrocladius sp. water mite diet isolate 14809-BHL040517-GBD27188_11088-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CCCCGGTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGATTCTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614766 Psectrocladius sp. water mite diet isolate 14812-BHL040517-GBD2270_14764-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCTTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614767 Psectrocladius sp. water mite diet isolate 14816-BHL040517-GBD17002_15733-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGGATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCACGACATAGCATTCCCTCGAAT

AAATAATATAATTTTTTGATTACATCCCCCGTCATTAACTTGACGATTAACTAGCTCTCTAGGTGAAAATGCAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614768 Psectrocladius sp. water mite diet isolate 14823-BHL040517-GBD25097_12035-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTACCTTCATTGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTCTGATTTCTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614769 Psectrocladius sp. water mite diet isolate 14844-BHL040517-GBD4486_16045-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTTATTCGAGCTGAATTCGGTCA

CACCGGTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGTGCTCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614770 Psectrocladius sp. water mite diet isolate 14859-BHL040517-GBD6297_6129-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

CCGGGTACCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTGATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCCCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCAAGCACTCTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614771 Psectrocladius sp. water mite diet isolate 14874-BHL040517-GBD5526_22324-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTACCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGGGGATTTGGAAATTGATTAGTTCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCAGACTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614772 Psectrocladius sp. water mite diet isolate 14888-BHL040517-GBD29205_14187-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGACA

CACAGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCACGTCATTAACTTTACTATTATCTAGCTCTCGAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614773 Psectrocladius sp. water mite diet isolate 14901-BHL040517-GBD5119_14638-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTTGAGCAGAACTCGGTCA

CCCCGGATCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGATATAGCATTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGAACACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614774 Psectrocladius sp. water mite diet isolate 14912-BHL040517-GBD27165_12304-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTTAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCTTCATTAACATTACTATTATCAAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614775 Psectrocladius sp. water mite diet isolate 14923-BHL040517-GBD14894_3879-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCC

CGCAACTTTCATTGGAGATGACCAAAGTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACCTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614776 Psectrocladius sp. water mite diet isolate 14926-BHL040517-GBD2192_12090-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTACCTTAATTGGTGATGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTCATAGTA

ATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614777 Psectrocladius sp. water mite diet isolate 14928-BHL040517-GBD16975_4761-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGACA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCACCCGACATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCATTAACTTTACTTTTATCTAGCTCTCTCGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614778 Psectrocladius sp. water mite diet isolate 14929-BHL040517-GBD26012_15569-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGTTTTTTAATTCGAGCAGAACTCGGTCA

CACCGGTTCCTTAATTGGAGATGATCATATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGAATACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614779 Psectrocladius sp. water mite diet isolate 14933-BHL040517-GBD20353_27531-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCAC

GCCGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614780 Psectrocladius sp. water mite diet isolate 14936-BHL040517-GBD22141_6852-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCGTTAATATTAGGATCCCCCGATATAGCATTCCCCCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCAAGCACATTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614781 Psectrocladius sp. water mite diet isolate 14956-BHL040517-GBD19386_9046-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCCGGTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAACATAAGTTTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614782 Psectrocladius sp. water mite diet isolate 14959-BHL040517-GBD15520_18596-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

CCCGGTTCCTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTCCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614783 Psectrocladius sp. water mite diet isolate 14986-BHL040517-GBD12432_24232-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGCATAGTGGGCACTTCTTTTAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATACTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTACTTCCACCGTCATTAACATTACTATTATCTAGCTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614784 Psectrocladius sp. water mite diet isolate 14987-BHL040517-GBD28925_13339-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGATCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTGCCCCCGTCAGTAACTTTACTATTATCTAGCTCACTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614785 Psectrocladius sp. water mite diet isolate 14991-BHL040517-GBD5169_9795-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTTGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTACCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTGGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCGCACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614786 Psectrocladius sp. water mite diet isolate 14993-BHL040517-GBD18064_21176-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAACTCGGTCA

CGCCGGTTCCTTAATGGGAGATGATAAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGTGCTCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614787 Psectrocladius sp. water mite diet isolate 15007-BHL040517-GBD20056_11103-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGAAATAGCACCCCCAAAAAA

AAAAAATATAAGTTTTTGATTCCTCCCCCCGCCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614788 Psectrocladius sp. water mite diet isolate 15022-BHL040517-GBD22171_15733-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTACAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGAGCCCCCGATATAGCATTCCCGCGAA

TAAATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614789 Psectrocladius sp. water mite diet isolate 15033-BHL040517-GBD17186_8355-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGTCTGATCAGGCATAGTAGGCACTTCTTTTAGAATTTTAATTCGAGTTGAATTCGCTCAC

GCCGGTTCCTTACTTGGAGATGATCAACTTTATAATGCAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTCTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGAAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614790 Psectrocladius sp. water mite diet isolate 15042-BHL040517-GBD17284_28942-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCGGAACTCGGTCA

CGCCGGTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCACTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614791 Psectrocladius sp. water mite diet isolate 15052-BHL040517-GBD7544_25796-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CACAGGTTCCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCTTTAACTTTACTATTATCTAGCACAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614792 Psectrocladius sp. water mite diet isolate 15054-BHL040517-GBD17400_4385-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATGTTAATTCGAGCAGAACTCGGAC

ACTCCGTTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCACACGCTTTTGTAATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTTCTATTGTCTAGCTCTCTCGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614793 Psectrocladius sp. water mite diet isolate 15056-BHL040517-GBD2378_16165-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CACAGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCAAGCTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614794 Psectrocladius sp. water mite diet isolate 15059-BHL040517-GBD7210_5309-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAACCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGCTGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTTTTTTAATTGGAGGGTTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACCTAGCATTTCCCCCAATA

AAAAAAAAAAGGTTTTGATTACCTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614795 Psectrocladius sp. water mite diet isolate 15066-BHL040517-GBD12791_3669-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCGTGAGCAGGCATAGTAGGCACTGCTTTAAGAATTTTAATTCGAGCAGAACTCGGT

CACTCCGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCGCACGCTTTTGTAATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAAATTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGG

ACCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614796 Psectrocladius sp. water mite diet isolate 15072-BHL040517-GBD23620_17686-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTTATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614797 Psectrocladius sp. water mite diet isolate 15074-BHL040517-GBD17652_10186-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAACAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCGCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTAAGATTATCAAGCTCTATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614798 Psectrocladius sp. water mite diet isolate 15086-BHL040517-GBD21487_25381-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGTCA

CCCCGGTTCCTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCACACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTCCCGTTCATATTAGGAGCCCCCGACATAGCATTCCCGCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614799 Psectrocladius sp. water mite diet isolate 15087-BHL040517-GBD25021_20128-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCATG

CTGGTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCAAGCACACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614800 Psectrocladius sp. water mite diet isolate 15089-BHL040517-GBD15481_16025-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATATTAATTCGAGCAGAACTCGGTCA

TCCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTGCCGTTAATATTAGGAGCCCCCGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614801 Psectrocladius sp. water mite diet isolate 15096-BHL040517-GBD18170_26723-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTC

ATGCAGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTATTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614802 Psectrocladius sp. water mite diet isolate 15101-BHL040517-GBD27892_10800-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGTATTTTAATTCGAGCAGAACTAGGTCAA

GCCGGATCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614803 Psectrocladius sp. water mite diet isolate 15103-BHL040517-GBD20328_14781-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

CCCGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATCGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCAGTCATTAACTTTACTATTATCTAGCTCAATAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614804 Psectrocladius sp. water mite diet isolate 15122-BHL040517-GBD15679_27127-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTCCCTTTGATATTAGGAGCTCCTGACATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGATTATTTCCCCCGTCATTAACCTTACTATTATCTAGATCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614805 Psectrocladius sp. water mite diet isolate 15123-BHL040517-GBD22158_26122-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTTAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCGTCATTAACATTACTATTATCTAGATCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614806 Psectrocladius sp. water mite diet isolate 15127-BHL040517-GBD10227_18273-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACA

CGCCGGTTCCTTCATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCGTCATTAACTTTACTACTATCTAGCTCTCTAGTAGGAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614807 Psectrocladius sp. water mite diet isolate 15130-BHL040517-GBD24000_19023-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAATAGGCACTCCTTTTAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGACTACTCCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614808 Psectrocladius sp. water mite diet isolate 15131-BHL040517-GBD17224_27930-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTCGGTCA

CCCCGGTTCCTTCATTGGAGATGACCAAATTTATAGTGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614809 Psectrocladius sp. water mite diet isolate 15135-BHL040517-GBD18493_14059-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCCGGTTCCTTAATTGGAGATGACCAAATTTATGATGTAATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTTCCCTCGTCATTAACTTTACTATTATCTAACACTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614810 Psectrocladius sp. water mite diet isolate 15140-BHL040517-GBD22547_23031-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCTGGTTCCTTAATTGGAGATAATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCATTAATATTAGGAGCCCCCGACATAGCATTCCCACGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACTTTACTATTATCAAGCACTCTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614811 Psectrocladius sp. water mite diet isolate 15143-BHL040517-GBD28280_10705-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACG

CCGGAACCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCAAGCACACTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614812 Psectrocladius sp. water mite diet isolate 15150-BHL040517-GBD18407_22674-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AACAATATAAGATTTTGACTACTACCCCCGTCATTAACCTTACTATTATCTAGCGCTCCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614813 Psectrocladius sp. water mite diet isolate 15154-BHL040517-GBD18937_26841-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACA

CCCAGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCATTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614814 Psectrocladius sp. water mite diet isolate 15163-BHL040517-GBD3547_17335-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTCTAATTCGAGCAGAACTCGGTCA

AGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCTTTCCCTCGTATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTACTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614815 Psectrocladius sp. water mite diet isolate 15172-BHL040517-GBD7478_19715-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCG

AACCGGTTCCTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614816 Psectrocladius sp. water mite diet isolate 15174-BHL040517-GBD16618_14315-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGTCA

CCCCGGTTCCTTAATTGGAGAAGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCGTCATTAACCTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614817 Psectrocladius sp. water mite diet isolate 15183-BHL040517-GBD28442_11018-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCGATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGAACTTTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614818 Psectrocladius sp. water mite diet isolate 15189-BHL040517-GBD26682_12713-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCAGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCACGACATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGATCAATAGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614819 Psectrocladius sp. water mite diet isolate 15191-BHL040517-GBD23923_8902-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGATTTTTTCTTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGATCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTACTATCTGGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614820 Psectrocladius sp. water mite diet isolate 15194-BHL040517-GBD12225_10633-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGATGTAGCATTCCCACGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614821 Psectrocladius sp. water mite diet isolate 15201-BHL040517-GBD16813_15792-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCTGTTCCTTCATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGATATTGATTAGTCCCGTTAATATTAGGAGCCCCCGAAATAGCATTCCCTCGAAT

AAAAAATAAAAGTTTTTGATTACTTCCCCCGTCATTAACTTTGCTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614822 Psectrocladius sp. water mite diet isolate 15211-BHL040517-GBD20602_22882-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

TGCCGGTTCCTTAATTGGAGATGATCAAATTTCTAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGTGCCCCCGACATAGCATTCCCTCGAAT

AAAAAATATAAGTTTTTGATTACTTCCCCCGTCATTAACATTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614823 Psectrocladius sp. water mite diet isolate 15217-BHL040517-GBD15407_21202-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACG

TCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTACCCCCATCATTAACTTTACTATTATCTAGAAGACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614824 Psectrocladius sp. water mite diet isolate 15219-BHL040517-GBD27077_21481-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTGTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

AGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTAGCGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCCCTAATATTAGGAGCCCCTGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614825 Psectrocladius sp. water mite diet isolate 15227-BHL040517-GBD5907_23643-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTCATAGTTA

TACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGACTACTTCCCCCGTCATTAACTTTACTACTATCTAGTACAATAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614826 Psectrocladius sp. water mite diet isolate 15241-BHL040517-GBD4113_13412-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CCCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAAAAATAAAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATCATCTAGCACGCTAGTTGAAAAAGGAGCCGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614827 Psectrocladius sp. water mite diet isolate 15262-BHL040517-GBD18197_6629-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCG

CCCCGGTTCCTTCATTGGAGATGATCAAATTTATAATGTTATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATCGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACAACTTCCCCCGTCACTAACTTTACTACTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614828 Psectrocladius sp. water mite diet isolate 15264-BHL040517-GBD27989_17328-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCCGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCACCTGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614829 Psectrocladius sp. water mite diet isolate 15270-BHL040517-GBD27506_20095-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTTAGAATTTTAATTCGAGCAGAATTCGGTCAT

GCCGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCTCGTCATTAACATTACTATTATCTAGATCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614830 Psectrocladius sp. water mite diet isolate 15276-BHL040517-GBD23188_11889-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGGCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATACTGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTCATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGTCATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTACCCCCGTCACTAACTTTACTACTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614831 Psectrocladius sp. water mite diet isolate 15284-BHL040517-GBD1771_14568-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCCGGTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCTGACATAGCATTCCCTCGAATA

AATAATATAAGTTTCTGATTACTCCCCCCGTCACTAACTTTACTAATATCTAGTTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614832 Psectrocladius sp. water mite diet isolate 15286-BHL040517-GBD26057_8546-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTAATTTTGGAGCCTGATCATGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCCTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGAGCCCCCGACATAGCATTCCCACGAA

TAAATAATATAAGATTTTGATTATTACCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614833 Psectrocladius sp. water mite diet isolate 15289-BHL040517-GBD17434_28029-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCCTGATCGGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATCTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCACCCGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGATCAATAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614834 Psectrocladius sp. water mite diet isolate 15292-BHL040517-GBD22368_27440-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAATTCTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTGACTTTACTATTATCTAGCGCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614835 Psectrocladius sp.  water mite diet isolate 518-BHL040517-GBD13387_19805-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGTCTGATCAGGCATAGTAGGCACTTCATTAAGAATTTTAATTCGAGCAGAACTTGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATAGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTATTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614836 Psectrocladius sp.  water mite diet isolate 999-BHL100916-GBD22965_18860-Lunk70 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CCCAGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614837 Psectrocladius sp.  water mite diet isolate 2698-BHL032417-GBD6091_17524-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTTTTTTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACGCCG

GTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAATACC

TATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAAATA

ATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.1% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614838 Psectrocladius sp.  water mite diet isolate 2973-BHL032417-GBD10015_14219-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGTTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCCTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614839 Psectrocladius sp.  water mite diet isolate 3037-BHL032417-GBD23563_10102-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTCAAGAAATTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTCTTTACAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTCTTGATTACTTCCCTCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614840 Psectrocladius sp.  water mite diet isolate 3113-BHL032417-GBD24619_14004-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTCCCGTTAGTATTAGGAGCCCCTGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTCCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614841 Psectrocladius sp.  water mite diet isolate 3259-BHL032417-GBD5238_6492-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTCTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAGCTCGGTCA

CGCCGGTTCCTTAATTGGAGATGGTCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATACTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614842 Psectrocladius sp.  water mite diet isolate 3266-BHL032417-GBD15786_5030-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTGTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGAACTTCTTTAAGAATTTTAATACGAGCAGAACTCGGTC

ACGCCGTTTCCTTAATTGGAGATGATCAAATTTATAATGGAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAC

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614843 Psectrocladius sp.  water mite diet isolate 3320-BHL032417-GBD24748_20921-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAGTTCGAGCAGAACTCGTTTA

CTCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGACT

ACATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614844 Psectrocladius sp.  water mite diet isolate 3424-BHL032417-GBD15298_15059-Ldc30 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTTGGCGCTTCTTTAAGAATTTTAATTCGAGTTGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGACATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTAGCTAACTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614845 Psectrocladius sp.  water mite diet isolate 4780-BHL032417-GBD18546_7302-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTCAAGAATTTTAATTCGAGCGGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614846 Psectrocladius sp.  water mite diet isolate 5566-BHL032417-GBD15684_5671-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCTTGACCAGGCATAGAAGGCACTTCTTTAAGAATTTTAATCCGAGCAGAACCCGGTC

ACGCGGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCCCACGCTTTTGTAATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614847 Psectrocladius sp.  water mite diet isolate 5831-BHL032417-GBD25559_19010-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATGGGAGATGATCAAATTTATAATGTAATTTTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614848 Psectrocladius sp.  water mite diet isolate 10947-BHL101516-GBD16594_14480-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACGTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614849 Psectrocladius sp.  water mite diet isolate 11018-BHL110116-GBD22476_11707-Lq75 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614850 Psectrocladius sp.  water mite diet isolate 11035-BHL110116-GBD25671_8897-Lq77 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATCAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614851 Psectrocladius sp.  water mite diet isolate 11489-BHL101516-GBD21270_12985-Lq79 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATGGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACATTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614852 Psectrocladius sp.  water mite diet isolate 11498-BHL101516-GBD11119_3282-Lq80 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATGCCCTCGAAT

AAACAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCGGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614853 Psectrocladius sp.  water mite diet isolate 11617-BHL101516-GBD7694_12871-Lq81 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGTAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACATTACTATTATCAAGCTCAATAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614854 Psectrocladius sp.  water mite diet isolate 11821-BHL101516-GBD9608_22179-Lq82 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGTTCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614855 Psectrocladius sp.  water mite diet isolate 12638-BHL040517-GBD21556_18780-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGCACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCGTATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAAAATAAGTTCTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGGTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614856 Psectrocladius sp.  water mite diet isolate 12667-BHL040517-GBD11284_22233-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTACAGT

AATACCTATTTTAAATGGAGGGTTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGAAATAACATTCCCTCGAA

TAAAAAATAAAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614857 Psectrocladius sp.  water mite diet isolate 12970-BHL040517-GBD24864_21508-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACGCTGG

TTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAATACCT

ATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAAATAA

TATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614858 Psectrocladius sp.  water mite diet isolate 13571-BHL040517-GBD11679_14492-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCACG

CTGGTTCCTTAATTGGTGATGAACAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAAGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAAAA

ATAATATAAGGTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614859 Psectrocladius sp.  water mite diet isolate 13610-BHL040517-GBD13539_16803-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGATCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614860 Psectrocladius sp.  water mite diet isolate 13657-BHL040517-GBD20180_6162-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTCGGCACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCA

CCCTGGTACCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGATCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614861 Psectrocladius sp.  water mite diet isolate 13670-BHL040517-GBD27187_22588-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCATTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGAGCCCCCGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614862 Psectrocladius sp.  water mite diet isolate 13675-BHL040517-GBD22034_25251-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGAAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGATCA

CGCTGATTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATCTTAATTGGAGGATTTGGAAATTGATTAGTTCAGTTAATATTAGGAGCCCCCGACATACCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTACTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614863 Psectrocladius sp.  water mite diet isolate 13690-BHL040517-GBD17498_11100-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACTTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGATATAGCTTTCCCGCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAAC

A

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614864 Psectrocladius sp.  water mite diet isolate 13695-BHL040517-GBD22644_14378-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CTCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614865 Psectrocladius sp.  water mite diet isolate 13706-BHL040517-GBD23185_25403-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGTATAGTAGGCACTTCTTTTAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACTTAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614866 Psectrocladius sp.  water mite diet isolate 13716-BHL040517-GBD10197_11581-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGATCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTGATTCGAGCAGAACTCGGTCAC

GCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTTCCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGGTTTTGATTGCTTCCCCCGTCATTAACTTTACTATTATCTAGCACGCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614867 Psectrocladius sp.  water mite diet isolate 13721-BHL040517-GBD26410_13359-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTATCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCGCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACATTACTATTATCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614868 Psectrocladius sp.  water mite diet isolate 13734-BHL040517-GBD14585_2741-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAAGTCGAGCAGAACTCGGTCA

CGCTGGTCCCTTAATTGGAGATGATCAAATTTATAATGGAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGGCACGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAC

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614869 Psectrocladius sp.  water mite diet isolate 13738-BHL040517-GBD24146_24644-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTTAGAATTTTAATTCGAGCAGAACTCGGTCAC

CCTGGTTCCTTCATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACCAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614870 Psectrocladius sp.  water mite diet isolate 13746-BHL040517-GBD9050_18776-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAAT

AAATAACATAAGATTCTGATTACTTCCCCCGTCATTAACATTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614871 Psectrocladius sp.  water mite diet isolate 13747-BHL040517-GBD9670_7323-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCTTGATCAGGCATAGTAGGCACTTCCTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACAAAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614872 Psectrocladius sp.  water mite diet isolate 13777-BHL040517-GBD13070_4341-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAACTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTTGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614873 Psectrocladius sp.  water mite diet isolate 13810-BHL040517-GBD3849_11310-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCCTTACTTGGAGATGATCAAATTTATAATGTACTTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTGCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614874 Psectrocladius sp.  water mite diet isolate 13813-BHL040517-GBD15031_20602-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACACAGCATTCCCTCGAATAAATAATAT

AAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614875 Psectrocladius sp.  water mite diet isolate 13814-BHL040517-GBD23055_11455-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTTGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCAC

GCTGGTTCCTTACTTGGAGATGATCAAATTTATAATGTAATTGCTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614876 Psectrocladius sp.  water mite diet isolate 13815-BHL040517-GBD11900_22388-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTGTTATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAAGATTTGTAAACTGATTATTCCCGTTAATATTAGGAGCCCCCGACAAAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCACTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR751697, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614877 Psectrocladius sp.  water mite diet isolate 13821-BHL040517-GBD8886_6502-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

CCTGGTTCCTTCATTGGAGATGATCAAATTTATAATGTCATTGTTACCGCTCACGCTTTCGTAATAATTTTTTTTATAGTAA

TACCAATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR751697, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614878 Psectrocladius sp.  water mite diet isolate 13826-BHL040517-GBD13208_22882-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTCTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTTAGAATATTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCATTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614879 Psectrocladius sp.  water mite diet isolate 13856-BHL040517-GBD13172_26899-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCAGGCATAGTCGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614880 Psectrocladius sp.  water mite diet isolate 13883-BHL040517-GBD12905_27148-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTCTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCAGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGTAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTATTTCCCCCGTCATTAACCTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614881 Psectrocladius sp.  water mite diet isolate 13893-BHL040517-GBD15070_3014-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACCTCTTTAAGAATTTTGATTCGAGCAGAACTCGGTCA

CTCTGTTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTGATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGACACGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614882 Psectrocladius sp.  water mite diet isolate 13942-BHL040517-GBD11845_23087-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCAGTCA

CGCTGGTTCCTTAATTGGAGATGATCAATTTTATAATGTATTTGTTACCGCTCACGCTTTTGTAATATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAACGAAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614883 Psectrocladius sp.  water mite diet isolate 13995-BHL040517-GBD5434_7525-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAAATCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614884 Psectrocladius sp.  water mite diet isolate 14562-BHL040517-GBD23023_11427-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGCATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATTATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTACTAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGAATTTGAAATTGATTAGTCCCGTCAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGAAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614885 Psectrocladius sp.  water mite diet isolate 14567-BHL040517-GBD26556_21225-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGCGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTCTAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTCA

TACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTCCCGTTAATATTAGGAGTCACCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTAATATCTAGCGCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614886 Psectrocladius sp.  water mite diet isolate 14569-BHL040517-GBD10002_25071-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGCATATTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCACTCCCTCGAA

TAAATAATAAAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGAACACTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614887 Psectrocladius sp.  water mite diet isolate 14605-BHL040517-GBD9481_13692-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCG

CGCCGGTTCCTTAATTGGAGATGATCATATTTATAATGTAATTGTTACCGCTCCCGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGAGGTGAAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATAGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614888 Psectrocladius sp.  water mite diet isolate 14632-BHL040517-GBD6308_5532-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTCATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTATTGTATTAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTATTTGATTACTTCCCCCGTCATTAACTCTACTATTATCTAGCACTCTAGTTAAAAAAGGAGCTGGAAC

A

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614889 Psectrocladius sp.  water mite diet isolate 14635-BHL040517-GBD24428_21971-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAACCTGATTAGTCCCGCTCATATTAGGAGTCCCCAACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTAACTAGCTCTCTAGGTGAAAACGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614890 Psectrocladius sp.  water mite diet isolate 14671-BHL040517-GBD21831_6840-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACAC

GCTGGTTCCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCATTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614891 Psectrocladius sp.  water mite diet isolate 14681-BHL040517-GBD24410_9364-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTTGGCACTTCTTTTAGAATTTTAATTCGAGCAGAACTTGGTCAC

GCAGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATATTAATTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614892 Psectrocladius sp.  water mite diet isolate 14724-BHL040517-GBD14134_16716-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTCGGTGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACGC

CGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCTGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAAA

TAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614893 Psectrocladius sp.  water mite diet isolate 14750-BHL040517-GBD22970_23824-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

CCCGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTTATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCTCGTCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614894 Psectrocladius sp.  water mite diet isolate 14751-BHL040517-GBD10575_7531-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGATCA

CGCCGGTTCCTTCATTGGAGATGATCAAATTTATAATGTAATTGTTACCGTTTACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCGTTAATATTAGGAGCACCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTCTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614895 Psectrocladius sp.  water mite diet isolate 14770-BHL040517-GBD5332_8211-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTGCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGGTCACGCATTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTAGTATCTAGCGCTCTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614896 Psectrocladius sp.  water mite diet isolate 14794-BHL040517-GBD10087_12408-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGCATAGTAGGCACTTCTTTAAGTATTTTAATTCGAGCAGAACTTGGCCA

ACCTGGTTCCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614897 Psectrocladius sp.  water mite diet isolate 14797-BHL040517-GBD16509_2903-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTGCTTTAAGAATTTTAATTCGAGCAGAACTCGTTCA

CGCCGTTTCCTTAATTGGAGATGATCAAATTTATAATGGAATTGTTACCGCCCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCCTTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTCGTTGAAAATGGAGCTGGAC

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614898 Psectrocladius sp.  water mite diet isolate 14798-BHL040517-GBD19684_21419-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGATCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTCCCGTTAATATTAGGAGCTCCCGACATAGCCTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCACTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614899 Psectrocladius sp.  water mite diet isolate 14821-BHL040517-GBD26591_10490-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATGTTTATTCGAGCAGAACTCGGTCA

CACCGGTACCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAGATTGATTAGTCCCGTTAATATTAGGAGCACCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614900 Psectrocladius sp.  water mite diet isolate 14843-BHL040517-GBD24005_14730-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCACCAGACATGGCATTCCCTCGAAT

AAATAATATAAGTTTTTGTTTACTTCCACCGTCATTAACTGTACTATTATCTAGCTCTCTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614901 Psectrocladius sp.  water mite diet isolate 14849-BHL040517-GBD25430_5892-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATAGATTAGTCCCATTAATATTAGGAGACCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614902 Psectrocladius sp.  water mite diet isolate 14857-BHL040517-GBD17983_3891-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTCTAAGAATTTTAATTCGAGCAGCACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTCACGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGCGCTGGACC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614903 Psectrocladius sp.  water mite diet isolate 14860-BHL040517-GBD25794_5698-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGACCAGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACCGTTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTGATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614904 Psectrocladius sp.  water mite diet isolate 14877-BHL040517-GBD15815_6982-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTTTAATGTAATTGTTACCACTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTGCCCCCGTGATGAACTTGACGATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614905 Psectrocladius sp.  water mite diet isolate 14881-BHL040517-GBD20589_20090-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACA

CGCTGGATCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614906 Psectrocladius sp.  water mite diet isolate 14884-BHL040517-GBD8688_6175-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCTTAGTAGGCACTTCTTTATGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCTCCGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614907 Psectrocladius sp.  water mite diet isolate 14886-BHL040517-GBD26511_15346-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAACTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCTGACATAGCATTCCCTCGAA

AAAATAATATAAGATTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614908 Psectrocladius sp.  water mite diet isolate 14889-BHL040517-GBD25601_16636-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCTTAGTAGGCTCTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAATTTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTATGAGCCCCCGGCATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCGCCCGTCATTAACTTTACTATTATCTAACTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614909 Psectrocladius sp.  water mite diet isolate 14892-BHL040517-GBD24514_17610-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CACCGGTTTCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACATATTTTAATTGGAGGATTTGGAAATTGAATAGTCCCGTTAATATTAGGAGACCCCTACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614910 Psectrocladius sp.  water mite diet isolate 14894-BHL040517-GBD18723_15513-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGCATAGTATACACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACACCGTTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTTACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614911 Psectrocladius sp.  water mite diet isolate 14896-BHL040517-GBD14674_3763-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGAGCAGGCATAGTAGGCACTTCTTTAAGATTTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCCCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAGTTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614912 Psectrocladius sp.  water mite diet isolate 14903-BHL040517-GBD19831_5822-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCCCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGACCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTGCTTCCCCCGTCATTAACTTTACTATTATCTAGCTCGCGAGTTGAAAATGGAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR288763, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614913 Psectrocladius sp.  water mite diet isolate 14919-BHL040517-GBD22732_9476-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CTCCTGTTCCTTAATTGGAGATGATCAATTTTATACTGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCCTTAATATTAGGAGCCACCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614914 Psectrocladius sp.  water mite diet isolate 14921-BHL040517-GBD5126_16244-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGCATAGTAGGCGCTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTAGAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGTAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACGTCCCCCGTCATTAACGTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614915 Psectrocladius sp.  water mite diet isolate 14925-BHL040517-GBD19206_12547-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTTAGAATCTTAATTCGAACAGAACTCGGTCAC

GCCGGATCCTTAATTGGAGATGATCAAATTTATAATGTTATAGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614916 Psectrocladius sp.  water mite diet isolate 14930-BHL040517-GBD27094_16491-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTGGGCACTTCTTTAAGAATGTTAATTCGAGCAGAACTCGGTC

ACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTACTTGTTACCGCTCACGCTTTTGTAATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTCCCGTTAATATTAGGAGCCCCTGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTTCTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTCGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614917 Psectrocladius sp.  water mite diet isolate 14932-BHL040517-GBD8647_4110-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTCTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCCAAT

AAATAATATAATTTTTTGATTACTTCCCCCGGCATCAACTTTACTATGATCTAGCTCTCTCGTTGAAAATGCAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614918 Psectrocladius sp.  water mite diet isolate 14937-BHL040517-GBD28181_12219-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGAAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAACTCGGTCA

CGCAGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTCTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAC

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614919 Psectrocladius sp.  water mite diet isolate 14938-BHL040517-GBD7413_10132-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTTGGAGCCTGATTAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACAAAGCATTCCCTCTAAT

AAATAATAAAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCTCTACTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614920 Psectrocladius sp.  water mite diet isolate 14943-BHL040517-GBD10339_27464-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTCTAATTCGAGCAGAATTCGGTCA

CCCCGGTACCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTACAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614921 Psectrocladius sp.  water mite diet isolate 14955-BHL040517-GBD5985_11602-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATACTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTTCTTCCCCTGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614922 Psectrocladius sp.  water mite diet isolate 14958-BHL040517-GBD27429_21159-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCTTAATAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTATTTGATTACTTCCCCCGTCAGCAACTTTACAATTATCTAGCTCTCGAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614923 Psectrocladius sp.  water mite diet isolate 14968-BHL040517-GBD6260_19230-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCATTTCTTTAAGAATTTTAATTCGAGCTGAACTCGGTCA

CCCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614924 Psectrocladius sp.  water mite diet isolate 14972-BHL040517-GBD25504_7846-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

CTACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCCCGAATA

AATAACATAAGATTTTGAATACTTCCCCCGTCATTAACATTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614925 Psectrocladius sp.  water mite diet isolate 14976-BHL040517-GBD5806_9015-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGAACTTATTTAAGAATTTTAATTCGAGCAGAACTCGGTCACGC

CGGTTCCTTAATTGGAGATGATCAAATTTATAATGAAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAATA

CCTATTTTAATGGGATGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAAA

TAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614926 Psectrocladius sp.  water mite diet isolate 14978-BHL040517-GBD29645_14022-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCACTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCCCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCGTTAACTTTACTATTATCTAGCTCTCTATTTGAAAATGGAGCTGGAAC

A

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614927 Psectrocladius sp.  water mite diet isolate 14981-BHL040517-GBD23749_22307-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCTCCCGACATAGCATTCCCTCGAAT

AAATAATAGAAGTTTTTGATTACTTCCCCCGACATTAACTGTACTATTATCGAGCTCTATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614928 Psectrocladius sp.  water mite diet isolate 14984-BHL040517-GBD19271_17515-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGTCTGCTCATGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGTTTCCTTAATTGGAGATGTTCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTTTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATGTAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614929 Psectrocladius sp.  water mite diet isolate 14988-BHL040517-GBD20592_21764-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTTTTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCAGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGAATACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAAA

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614930 Psectrocladius sp.  water mite diet isolate 14989-BHL040517-GBD16003_3836-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAGTGTTAATTCGAGCAGAACTCGGTC

ACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGGAATTGTTACCGCGCTCGCTTTTGTAATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGGCCCGTTAATATTAGGAGCCACCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614931 Psectrocladius sp.  water mite diet isolate 14992-BHL040517-GBD17047_2517-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

AGCCGTTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCGAACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGACCCGTTAATATTAGGAGCCCCTGACATAGCATTCCCTCGAA

TAAATAATATAATTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614932 Psectrocladius sp.  water mite diet isolate 14998-BHL040517-GBD25193_14204-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATATTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCATTAATTGGAGATGATCAACTTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614933 Psectrocladius sp.  water mite diet isolate 15014-BHL040517-GBD7584_25390-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCCGGGTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCATTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTTCTTCCCCCGTCATTAACTTTACTACTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614934 Psectrocladius sp.  water mite diet isolate 15020-BHL040517-GBD10283_10657-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGCATAGTAGGCCCTTCTTTAAGAATTTTATTTCGAGCAGAACTCGGTC

ACGCCGTTTATTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGATCACGATTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614935 Psectrocladius sp.  water mite diet isolate 15021-BHL040517-GBD14686_23060-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGATT

AAATAATATAAGTTATTGATTACGTCCCCCGTCATTAAATTTACAATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614936 Psectrocladius sp.  water mite diet isolate 15023-BHL040517-GBD27255_21948-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATGGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CACCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTCCCGTTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTAGATTACTTCCCCCGTCATTAACGTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614937 Psectrocladius sp.  water mite diet isolate 15029-BHL040517-GBD25952_7393-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTATAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGAAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCAACATAGCATTCCCTCGAATA

AATAATATAATTTTTATATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614938 Psectrocladius sp.  water mite diet isolate 15032-BHL040517-GBD16943_4617-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACGCGTTCA

CGCCGTTGCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGGTAATATTAGGAGCCCACGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614939 Psectrocladius sp.  water mite diet isolate 15035-BHL040517-GBD12808_4463-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATGTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCACTCGAAT

AAATAATATAAGTTTTTGATCATTTCCCCCGTCATTAACTTTACTATTATTTAGCTCTCTAGTTGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614940 Psectrocladius sp.  water mite diet isolate 15038-BHL040517-GBD24498_20138-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACA

CGCCGGTACCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTATAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTTGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTCTGACTACTTCCCCCCTCACTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614941 Psectrocladius sp.  water mite diet isolate 15043-BHL040517-GBD10662_8803-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGTCACTGACATAGCATTCCCTCTAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAAGGGAGCTCGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614942 Psectrocladius sp.  water mite diet isolate 15044-BHL040517-GBD11496_27008-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATATTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTTCTTAATTGGATATGATCAAATTTATAATGTAATTGTTACCACTCACGCTTTTGTAATAATTTTTTTTATATTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATAGTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614943 Psectrocladius sp.  water mite diet isolate 15060-BHL040517-GBD11213_22888-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCCGATCAGGCATAGTAGGCACTTCTCTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTCCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATCTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGTGTCCCCGACATAGCATTCCCCCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614944 Psectrocladius sp.  water mite diet isolate 15068-BHL040517-GBD14082_5425-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCGGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGGGCAGAACTCGGTCA

CGCCGGATCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGAGCCCCCGACATAGCTTTCCCTCGAC

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTCCTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614945 Psectrocladius sp.  water mite diet isolate 15069-BHL040517-GBD19183_22374-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTAGGAGCCTGATCAGGCACAGTAGGCACTTCTTTAAGAATTTTGATTCGACCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCTTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAAATTTACTATCATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614946 Psectrocladius sp.  water mite diet isolate 15077-BHL040517-GBD29659_14045-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACCCCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTTGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCGTCGTTAACTTTACTATTATCTAGCTCTCTTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614947 Psectrocladius sp.  water mite diet isolate 15078-BHL040517-GBD5151_9219-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCAACGACATAGCATTCCCTCGAAT

AAATAATATAAGTTCTTGATTACATCCCCCTTCATTAACTTTACTATGAACTAGCTCTCTAGTTGAAAATGGAGCGGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614948 Psectrocladius sp.  water mite diet isolate 15088-BHL040517-GBD24756_13385-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATAGGAGATGATCACATTTATACTGTAATTGTTACCGCTCACTCTTTTGTAATAATTTTTTTTATAGTA

ATACATATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCTCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCTCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614949 Psectrocladius sp.  water mite diet isolate 15090-BHL040517-GBD8734_9848-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTGCTTAATTGGTGATGATCAAATTTATAATATAATTGTAACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATCCCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGTTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614950 Psectrocladius sp.  water mite diet isolate 15095-BHL040517-GBD27981_12395-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCATGATCAGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCAAGCAGAACTAGGTCAA

GCCGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAACCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614951 Psectrocladius sp.  water mite diet isolate 15097-BHL040517-GBD18189_26539-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGTCA

CGCAGGTACCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGCGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614952 Psectrocladius sp.  water mite diet isolate 15100-BHL040517-GBD25789_5952-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATCTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAACTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTGGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAACATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACGTTACTATTATCTAACTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614953 Psectrocladius sp.  water mite diet isolate 15106-BHL040517-GBD24741_12575-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCATGCATAGTAGGCACTTCTTTAAGAATTTTAATTCAAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTGTTAGATTACTTCCCCCGACATTAACTTTGCTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614954 Psectrocladius sp.  water mite diet isolate 15107-BHL040517-GBD11977_8444-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGTCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTATGATTACTTCCCCCGTCATTAACTTTACTATTAGCTAACCCTCTAGCTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614955 Psectrocladius sp.  water mite diet isolate 15109-BHL040517-GBD20354_11769-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAACCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAACTTTATAATGTTATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTCTTCCCGTTAATATTAGGAGCATCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614956 Psectrocladius sp.  water mite diet isolate 15111-BHL040517-GBD23971_14948-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTATGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTACTTAATTGGAGATGATCAAATTTCTAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGAACCCGACATAGCATTCCCTCGAAT

AAATAACATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTAGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614957 Psectrocladius sp.  water mite diet isolate 15116-BHL040517-GBD19395_4931-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CACCGGTTGCTTAATTGTAGATGATCAAATTTATAGTGTCATTGTTACCGATCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAAGAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614958 Psectrocladius sp.  water mite diet isolate 15118-BHL040517-GBD24570_16812-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGTTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATCCCTATTTTAATCAGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCTCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCAGTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614959 Psectrocladius sp.  water mite diet isolate 15119-BHL040517-GBD20515_6518-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCGTAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTAATTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCTCGACATAGCATCCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAACTCGCTAGTTGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614960 Psectrocladius sp.  water mite diet isolate 15125-BHL040517-GBD20518_4918-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATATTAATTCGAGCAGAATTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCACGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTAATATCTAGCTCATTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614961 Psectrocladius sp.  water mite diet isolate 15128-BHL040517-GBD15677_6189-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CTCAGTTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTCAATATTAGGAGCCCCTGTCATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTTCCCCCGTCATTAACTTTACTATTATCTAGCTCCCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614962 Psectrocladius sp.  water mite diet isolate 15132-BHL040517-GBD11983_9583-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATAAAATTTATAATGTAATTGTTACCGCCCACGCTTTTATTATAATTTTTTTCATAGTT

ATACCAATTTTAATGGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614963 Psectrocladius sp.  water mite diet isolate 15137-BHL040517-GBD27721_16953-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTTAGAATTTTAATTCGAGCAGAACTCGGTTA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTATGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614964 Psectrocladius sp.  water mite diet isolate 15139-BHL040517-GBD12666_22992-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGATCTCGGTCACTC

CGGTTCCTTAATTGGAGTTGATCAAAGTTATAATGTAATCGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAAA

TAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614965 Psectrocladius sp.  water mite diet isolate 15141-BHL040517-GBD27563_15714-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCATTAATTGGAGATGATCAAATTTCTAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGAATTGGAAATTGATTAGTCCCGTTAATATTAGTAGCTCCAGACATAGCATTCCCTCAAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614966 Psectrocladius sp.  water mite diet isolate 15145-BHL040517-GBD25985_22072-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTCAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAACTGGAGATGATCAAATTTATAATGTAATTGTTACCGATCACACTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCGTGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614967 Psectrocladius sp.  water mite diet isolate 15149-BHL040517-GBD20908_7025-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGACCTCTATCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTCTAATGTAATTGTTACCGATCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGAAAATTGATTAGTCCCGTTAATATTAGGAGTCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614968 Psectrocladius sp.  water mite diet isolate 15152-BHL040517-GBD25515_11781-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTAAC

GCCGTATCCTTAATTGGAGATGATCAAATTTATAATGCAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAAA

AATAATATAAGTGTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614969 Psectrocladius sp.  water mite diet isolate 15162-BHL040517-GBD13301_1934-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCAATAAATATAAAAATATCTAGCACACTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614970 Psectrocladius sp.  water mite diet isolate 15164-BHL040517-GBD21111_10187-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGTCATAGTAGTCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTATTTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTAATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCACGTTAATAGTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCGAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614971 Psectrocladius sp.  water mite diet isolate 15166-BHL040517-GBD12431_10214-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCG

CCCCAGTTCTTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATATTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCACCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614972 Psectrocladius sp.  water mite diet isolate 15169-BHL040517-GBD26490_18265-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTCCTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCCAA

TAAATAATATAAGTTATGGATTACTTCCCCCGTCATTAACTGTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614973 Psectrocladius sp.  water mite diet isolate 15171-BHL040517-GBD5713_23351-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGGATAGTAGGAACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTACCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTGCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATCATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614974 Psectrocladius sp.  water mite diet isolate 15175-BHL040517-GBD25461_12559-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGCTCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACCGCACACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGTGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAGCA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614975 Psectrocladius sp.  water mite diet isolate 15176-BHL040517-GBD27412_17282-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATAGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCTTCATTAACTTTACTATTATCTAGCTCTCTTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614976 Psectrocladius sp.  water mite diet isolate 15178-BHL040517-GBD2344_12218-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGGAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAACGCGGTC

ACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTCATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATGTGGAAATTGATTAGTCCCGTTAATAGTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACCATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614977 Psectrocladius sp.  water mite diet isolate 15179-BHL040517-GBD14244_2545-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCTGTTCCTTAATTGAAGATGATCAAATTTATAATGGAATTGTTACCGCTCACGCCTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGACCCGTTAATATTAGGATCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAACTCTCTAGTTGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614978 Psectrocladius sp.  water mite diet isolate 15185-BHL040517-GBD7167_10187-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GACGGTTCTTTAATTGGAGAGGATCAAATTTATAATGTAATTGTTACCCCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTACCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614979 Psectrocladius sp.  water mite diet isolate 15186-BHL040517-GBD11804_24536-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTAGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

ACCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGGTTTTGATTACTTCCCCCGTCAATAACTTTACCATTATCTAGCTCTCTAGGTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614980 Psectrocladius sp.  water mite diet isolate 15188-BHL040517-GBD11461_24046-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTACTTCGAGTAGAACTCGATCA

CGCCGGTTCCTTAATTGGAGATGATCAACTTTATAATGTAATTGTTACCGCTCACGCTTTTGTACTAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGTAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614981 Psectrocladius sp.  water mite diet isolate 15195-BHL040517-GBD6761_12338-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTTTATTTTATTTTTGGAGTCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

ACCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614982 Psectrocladius sp.  water mite diet isolate 15197-BHL040517-GBD20975_11224-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATGTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTTATTACATCCCCCGTCATTAAAATTACTATGATCTAGCTCTCTAGTTGAAAATGGCGCTCGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614983 Psectrocladius sp.  water mite diet isolate 15204-BHL040517-GBD13997_25166-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCCTTAAGAATTTTAAATCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATGGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTGGGAAATTGATTAGTCCCGTTAGTATTAGGAGCCCCAGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTATCGTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCGGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614984 Psectrocladius sp.  water mite diet isolate 15206-BHL040517-GBD12927_15440-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAATATGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGATATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACACAACATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCTCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614985 Psectrocladius sp.  water mite diet isolate 15207-BHL040517-GBD3289_10129-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTTTAATAATTTTTTTTATAGCA

ATTCCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCTCCTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614986 Psectrocladius sp.  water mite diet isolate 15213-BHL040517-GBD5674_22065-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGAAACTTCTTTAAGAATTTTAATTCGATCAGAACTCGGTCAC

GCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAT

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614987 Psectrocladius sp.  water mite diet isolate 15216-BHL040517-GBD26253_7135-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATCTTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CACCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTATTTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAACAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACGATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614988 Psectrocladius sp.  water mite diet isolate 15222-BHL040517-GBD6494_13161-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGACTTTTAATTCGAGCAAAACTCGGTCA

CGCCAGTTCCTTAATTGGAGATGCTCAAATTTATAATGTAATTGTTACCGCTCATCCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTATCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614989 Psectrocladius sp.  water mite diet isolate 15228-BHL040517-GBD3737_9532-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTCTATTTTTGGAGCCTGATCAGGTATAGTAGGCACTTCTTTAAGAATTTTTATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTCTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCAGTAACTTTACTATTATCTAGCTCGCTAGTTGAAAAGGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614990 Psectrocladius sp.  water mite diet isolate 15229-BHL040517-GBD14539_4751-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTTTTTAAGAATTTTAATTCGAGCAGAACTCGTTCA

CGCCTTTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCACGTTAATATTAGGAGCCACCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTCACTCTCTAGTTGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614991 Psectrocladius sp.  water mite diet isolate 15230-BHL040517-GBD29281_17924-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCAGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGATATTGATTAGTCTCGTTAATATTAGGAGCCGCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTTCTTCCCCCGGCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614992 Psectrocladius sp.  water mite diet isolate 15231-BHL040517-GBD6943_23419-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCCCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTGTACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614993 Psectrocladius sp.  water mite diet isolate 15233-BHL040517-GBD2588_14045-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTCTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAAGACTCGGTCA

CGCCGTTTCCTTAATTGGAGATGATCACATTTATAATGTAATTGGTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614994 Psectrocladius sp.  water mite diet isolate 15235-BHL040517-GBD26643_11037-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCAAGCAGAACTCGGTCA

CGCCGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTTGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTGATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614995 Psectrocladius sp.  water mite diet isolate 15237-BHL040517-GBD11134_5474-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGATATTTTATGTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGGATTTTAATTCGAGCAGAACTCGGTCACG

CCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGCTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAA

ATAACACAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATCGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614996 Psectrocladius sp.  water mite diet isolate 15244-BHL040517-GBD18740_27951-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAACTTTATAATGTAATTGTTACCGCTCACGCTTTTGCAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCATTAATATTAGGAGCCCCCGACATAGCATTCCCACGAAT

AAATAATAGAAGATTTTGATTACTTCCCCCGCCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW614997 Psectrocladius sp.  water mite diet isolate 15245-BHL040517-GBD17945_18278-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTTGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTATTTGGAGATGATCAAATTTATAATGTAATTATTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTAGTTTATTTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGGTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614998 Psectrocladius sp.  water mite diet isolate 15246-BHL040517-GBD21951_17574-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCCGGTTCCTTAATTGGAGATGATCAAATATATAATGTAATTGTTACCGCACACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCACGAA

TAAATAATATAAGATTTTGATTACTTCCCCCATCATTAACTTTACTATTATCTAGCTATCTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW614999 Psectrocladius sp.  water mite diet isolate 15249-BHL040517-GBD15271_17969-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAGTTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATCATCTAGCCCTCTAGCTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615000 Psectrocladius sp.  water mite diet isolate 15250-BHL040517-GBD13862_7495-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGTGCCCCCGATTTAGCATTCCCTCGAATA

AATAATATAAGGTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGATCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615001 Psectrocladius sp.  water mite diet isolate 15254-BHL040517-GBD28882_15179-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTCTAAGAATTTTACTTCGAGCAGAACTCGGTCACG

CCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAAT

ACCTAGTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTGGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615002 Psectrocladius sp.  water mite diet isolate 15261-BHL040517-GBD5743_9152-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCATTAAGAATGTTAATTCGAGCAGAACTCGGTC

ACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAATCTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCACTAACTTTACTACTATCTAGCTCTCTCGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615003 Psectrocladius sp.  water mite diet isolate 15263-BHL040517-GBD27105_21426-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTCATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGTTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCTTTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615004 Psectrocladius sp.  water mite diet isolate 15265-BHL040517-GBD14023_4162-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCGGTTTCCTTAATTGTAGATGATCAAATTTATAATGTAATTGTTACCTCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTCCTTCCCCCGTCATTAACTTTACTATTATCCAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615005 Psectrocladius sp.  water mite diet isolate 15267-BHL040517-GBD27495_18508-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTCTTGTAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGACCTCGATCAC

GCCGGTTTCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCTCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615006 Psectrocladius sp.  water mite diet isolate 15268-BHL040517-GBD14199_26214-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGACACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCTGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTGATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCTCTCGCCATTAACTATACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW615007 Psectrocladius sp.  water mite diet isolate 15269-BHL040517-GBD5218_20441-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAATAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAACTCGGTCAA

GCCGGATCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTCA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615008 Psectrocladius sp.  water mite diet isolate 15273-BHL040517-GBD6834_9683-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTGTATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGCACTCGGCCA

CGCCGGTTACTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAAAAATATAAGTTTATGATTACTTCCGCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615009 Psectrocladius sp.  water mite diet isolate 15275-BHL040517-GBD25993_8086-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTACATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAAGTCGAGCAAAACTCGGTCA

CGCCGGTACCTTAACTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTTACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGAATTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615010 Psectrocladius sp.  water mite diet isolate 15277-BHL040517-GBD19397_11577-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGATCCTGATCAGGCATAGTAGGCACCTCTTTAAGAATTTTAATTCGAGCAGCACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCTCTGTCATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615011 Psectrocladius sp.  water mite diet isolate 15281-BHL040517-GBD7467_11186-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTCATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAACAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGACCACGACATAGCATTCACTCGAAT

AAATAATATAAGTTTTTTATTACTTCCCCCGTCATTAACTTTACGATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615012 Psectrocladius sp.  water mite diet isolate 15288-BHL040517-GBD23079_8151-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGTCTGTTCAGACATAGTAGTCACTTCTTTAAGATTTTTATTTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATGGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615013 Psectrocladius sp.  water mite diet isolate 15290-BHL040517-GBD17507_28886-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCATGATCAGGCATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCCGGATCCTTCATTGGAGCTGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCTGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615014 Psectrocladius sp.  water mite diet isolate 15294-BHL040517-GBD8571_24552-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATTAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCAGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGATGATTTGGAAATTGATTAGTCCAGTTAATATTAGGAGCCCCCGACATAGCATTCCCCCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615015 Psectrocladius sp.  water mite diet isolate 15296-BHL040517-GBD4720_13560-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCTCTTCTTTAAGAATTTTAATTCGAGCAGACCTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTATTTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCTGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTGGATTACTGCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615016 Psectrocladius sp.  water mite diet isolate 15297-BHL040517-GBD26848_7768-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTACCGCTTTTGTAATCATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCTCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATGTAAGGTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATAGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW615017 Rheotanytarsus sp. water mite diet isolate 5789-BHL032417-GBD7944_7767-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGTGCATGATCAGGAATAATTGGAACTTCTTTAAGAATATTAATTCGAGCAGAATTAGGA

CGTCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACT-

TTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR271819, identified in GenBank as 

Rheotanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615018 Rheotanytarsus sp. water mite diet isolate 5806-BHL032417-GBD15194_20677-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTCTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGAC

GTCCTGGAACTTTTATTGGAGATGACCAAATTTATAATATAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGACTTTTACCTTTAATATTAGGAGCTCCTGATATAGCCTTTCCTCGAAT

AAATAACATAAGTTTCTGATTACTTCCTCCCTCTCTTTCTCTTCTTCTTTCAAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR271819, identified in GenBank as 

Rheotanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615019 Rheotanytarsus sp. water mite diet isolate 5824-BHL032417-GBD6843_12624-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCCATTTTAATTGGAGGATTTGGAAATTGACTTTTACCTTTAATATTAGGAGCTCCTGATATAGCCTTTCCTCGAATA

AATAACATAAGTTTCTGATTACGTCCTCCCTCTCTTTCTCTTCTCCTTTCAAGTTCAATCGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR655191, identified in GenBank as 

Rheotanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615020 Rheotanytarsus sp. water mite diet isolate 5981-BHL032417-GBD18045_11073-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATTAGGA

CGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTTATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGACTTTTACCTTTAATATTAGGAGCTCCTGATATAGCCTTTCCTCGA

ATAAATAACATAAGTTTCTGATTACTTCCTCCCTCTCTTTCTCTTCTTCTTTCAAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR271819, identified in GenBank as 

Rheotanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615021 Scaptomyza sp. water mite diet isolate 14934-BHL040517-GBD28268_10813-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGATCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CTTTTGTAATAATTTTTTTTATAGTAATACCAATTATAATTGGTGAATTCGGGAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTACTTCCTCCTTCACTAACACTACTATTAGCAAGAA

GTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID EU493679, identified in GenBank as 

Scaptomyza frustulifera. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615022 Sididae sp. water mite diet isolate 2096-BHL072216-GBD7841_7479-Lq68 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

CCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTAA

ACAATTTAAGGTTTTGAATATTACCCCCTTCTCTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615023 Sididae sp. water mite diet isolate 2099-BHL072216-GBD18266_9474-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACCTATTCGAGCAGAATTAGGTCGA

CCTGGAGCTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTAA

ACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615024 Sididae sp. water mite diet isolate 2109-BHL072216-GBD20472_9906-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

CCCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615025 Sididae sp. water mite diet isolate 2134-BHL072216-GBD7533_14066-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGCATTAGGACG

GCCAGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTGTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615026 Sididae sp. water mite diet isolate 2225-BHL072216-GBD22125_3679-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATATTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGAC

AGTGCGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTCTCATTGGAGGCTTTGGTAATTGGCTGGTGTCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTTCTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW615027 Sididae sp. water mite diet isolate 2242-BHL072216-GBD22677_22510-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGACG

ACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAATTTTCTTCATAGTT

ATGCCTATTTTAATTGGGGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTCTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615028 Sididae sp. water mite diet isolate 2318-BHL072216-GBD17856_26018-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGTATACTTATTCGTGCAGAATTAGGTCA

TCCAGGCACTTTTATTGGAGACGACCAAATTTACAATGTAATTGTTACAGCCCATGCTTTTATCATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGGTATGGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615029 Sididae sp. water mite diet isolate 2393-BHL072216-GBD15075_9866-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGAATACTTATCCGAGCAGAATTAGGTCAT

CCAGGTACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCTTGCTTTTATTATAATTTTTTTTATAGTTA

TGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTAA

ACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615030 Sididae sp. water mite diet isolate 2427-BHL072216-GBD16815_7409-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAGCGGAATTAGGTCATCCT

GGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTCTTTATGGTTATAC

CTATTCTTATTGGTGGGTTTGGAAATTGGTTGGTTCCTTTAATGTTAGGGGCTCCTGATATGGCCTTCCCTCGTTTAAATA

ATTTAAGATTTTGATTACTTCCTCCTTCTTTAACTTTACTTTTAGTTGGTAGGGCTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.8% 

identical to accession ID MG449947, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615031 Sididae sp. water mite diet isolate 2498-BHL072216-GBD18873_13304-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCCTTAAGTATATTAATTCGTGCAGAATTAGGACAC

CCGGGAACTTTAATCGGAGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTTA

TGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTAA

ACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615032 Simocephalus serrulatus water mite diet isolate 2126-BHL072216-GBD22421_10385-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGGGTCTGATCTGGAATAGTAGGAACTGCCCTAAGTATACTTATTCGTGCAGAACTTGGACAATCA

GGAGGCTTAATTGGTGACGATCAAATTTACAATGTAATTGTAACTGCTCATGCTTTTGTTATGATTTTTTTTATAGTTATG

CCAATTATGATTGGGGGGTTTGGAAATTGACTTGTCCCCTTAATGTTGGGGGCCCCAGATATGGCATTCCCACGTTTAAA

CAACTTAAGTTTTTGACTTTTACCCCCTGCACTAACTCTTCTTTTGGTTGGGGGTGCTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.1% 

identical to accession ID MF747258, identified in GenBank 

as Simocephalus serrulatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW615033 Simocephalus serrulatus water mite diet isolate 2691-BHL072216-GBD18555_13113-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGACTTTGTACTTTATTTTTGGGGTCTGATCTGGAATAGTAGGAACTGCCCTAAGTATACTTATTCGTGCAGAACTTGGA

CAATCAGGAAGCTTAATTGGTGACGATCAAATTTACAATGTAATTGTAACTGCTCATGCTTTTGTTATGATTTTTTTTATA

GTTATGCCAATTATGATTGGGGGATTTGGAAATTGACTTGTCCCCTTAATGTTGGGTGCCCCAGATATGGCATTCCCACG

TTTAAACAACTTAAGTTTTTGACTTTTACCCCCTGCACTAACTCGTCTTTTGGTTGGGGGTGCTGTAGAAAATGGAGCTG

GAACAG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID MF747258, identified in GenBank 

as Simocephalus serrulatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>MW615034 Stylaria lacustris water mite diet isolate 11410-BHL101516-GBD4059_22892-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTAGGAGTATGAGCAGGAATAATTGGAACAGGTCCAAGAATACTAATTCGAATTGAATTATCTCAACCAGGAGCATTTC

TAGGTAGAGATCAATTTTATAACACTTTAGTAACAGCTCATGCATTTTTAATAATTTTTTTCTTAGTAATGCCTGTATTAAT

TGGTGGATTTGGAAATTGATTACTTCCATTAATACTAGGGGCACCAGACATAGCTTTTCCACGACTAAATAACATGAGAT

TTTGACTTCTACCTCCATCACTAATTCTATTAATTTCATCTGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID AF534860, identified in GenBank as 

Stylaria lacustris. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW615035 Stylaria lacustris water mite diet isolate 11969-BHL101516-GBD4714_8537-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTAGGAGTATGAGCAGGAATAATTGGAACAGGTACAAGAATACTAATTCGAATTGAATTATCTCAACCAGGAGCATTTC

TAGGTAGAGATCAATTATATAACACTTTAGTAACAGCACATGCATTTTTAATAATTTTCTTCTTAGTAATGCCTGTATTTAT

TGGTGGATTCGGAAATTGATTACTTCCATTAATACTAGGGGCACCAGACATAGCTTTTCCACGACTAAATAACATGAGAT

TTTGACTTCTACCTCCATCACTAATTCTATTAATTTCATCTGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.1% 

identical to accession ID AF534860, identified in GenBank as 

Stylaria lacustris. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>MW615036 Tanypodinae sp. water mite diet isolate 2265-BHL072216-GBD22630_6027-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGTTTGGTCCGGTATAGTTGGAACAGCTCTAAGTATACTTATTCGAGCTGAATTCGGGCAGTGT

GGCTGTCTTATTGGTGATGATCAAATCTATAATGTAATTGTAACGGCACATGCTTTTGTTATAATTTTTTTTATAGTAATA

CCTATTTTAATTGGTGGATTTGGTAATTGACTAGTACCCCTTATACTAGGAGCCCCAGATATAGCATTTCCACGAATAAAT

AATATAAGATTTTGACTACTACCCCCTTCTTTAACCTTACTATTATCTAGCTCTATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR775767, identified in GenBank as 

Tanypodinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW615037 Tanytarsus mendax water mite diet isolate 2079-BHL072216-GBD12533_3864-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGAATACTTATCCGAGCAGAATTAGGTCA

TCCAGGTACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCTGTCTTAATTGGAGGATTTGGAAATTGATTATTACCATTAATACTTGGAGCTCCAGATATAGCCTTCCCCCGAAT

AAATAATATAAGTTTTTGACTTCTTCCTCCATCTTTAACTCTTCTTCTTTCTAGTTCCATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR742201, identified in GenBank as 

Tanytarsus mendax. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615038 Tanytarsus mendax water mite diet isolate 2288-BHL072216-GBD13466_8284-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTAT

GCCTATCTTAATTGGAGGATTTGGAAATTGATTATTACCATTAATACTTGGAGCTCCAGATATAGCCTTCCCCCGAATAA

ATAATATAAGTTTTTGACTTCTTCCTCCATCTTTAACTCTTCTTCTTTCTAGTTCCATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR742201, identified in GenBank as 

Tanytarsus mendax. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615039 Tanytarsus sp. water mite diet isolate 2138-BHL072216-GBD23928_10539-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGCATTAGGAC

ATCCTGGAACTTTTATTGGCGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGCTTTGGAAATTGATTATTGCCTCTTATACTCGGGGCTCCCGACATAGCCTTTCCTCGAAT

AAATAACATGAGATTCTGATTACTTCCCCCATCTATTTCTTTACTTCTCTCTAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KP043761, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615040 Tanytarsus sp. water mite diet isolate 2165-BHL072216-GBD29234_15083-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGA

CGCCCAGGTACTTCTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGCTTTGGAAATTGAATATTGCCTCTTATACTCGGGACTCCCGACATAGCCTTTCCTCGAA

TAAATAACATGAGATTCTGATTGCTTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR289638, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615041 Tanytarsus sp. water mite diet isolate 2195-BHL072216-GBD25028_4977-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGT

CATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACTTATTTTAATTGGAGGCTTTGGAAATTGATTATTGCCTCTTATACTCGGGTCTCCCGACATAGCCTTTCCTCGAA

TAAATAACATGAGATTCTGATTGCTTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR289638, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615042 Tanytarsus sp. water mite diet isolate 2201-BHL072216-GBD7309_6753-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGA

CGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGCTTTGGAAATTGATTATTGCCTCTTATACTCGGGGCTCCCGACATAGCCTTTCCTCGA

ATAAATAACATGAGATTCTGATTGCTTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR289638, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615043 Tanytarsus sp. water mite diet isolate 2232-BHL072216-GBD25330_20019-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGTATACTTATTCGTGCAGAATTAGGTCA

TCCAGGCACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCCCATGCTTTTATCATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR762788, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615044 Tanytarsus sp. water mite diet isolate 2238-BHL072216-GBD17320_9295-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGGCCAGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGCTTTGGAAATTGATTATTGCCTCTTATACTCGGGGCTCCCGACATAGCCTTTCCTCGA

ATAAATAACATGAGATTCTGATTGCTTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR289638, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615045 Tanytarsus sp. water mite diet isolate 2294-BHL072216-GBD7487_19140-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGCATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCTGTCTTAATTGGAGGATTTGGAAATTGATTATTACCATTAATACTTGGAGCTCCAGATATAGCCTTCCCCCGAAT

AAATAATATAAGTTTTTGACTTCTTCCTCCATCTTTAACTCTTCTTCTTTCTAGTTCCATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR742201, identified in GenBank as 

Tanytarsus mendax. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615046 Tanytarsus sp. water mite diet isolate 2313-BHL072216-GBD23717_24057-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGTATATTAATCCGTGCAGAATTAGGAC

ACCCGGGAACTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATGGCTTTCCCGCGAA

TAAATAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR293770, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW615047 Tanytarsus sp. water mite diet isolate 2321-BHL072216-GBD20698_21946-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TACGCCTATCTTAATTGGAGGATTTGGAAATTGATTATTACCATTAATACTTGGAGCTCCAGATATAGCCTTCCCCCGAAT

AAATAATATAAGTTTTTGACTTCTTCCTCCATCTTTAACTCTTCTTCTTTCTAGTTCCATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR742201, identified in GenBank as 

Tanytarsus mendax. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615048 Tanytarsus sp. water mite diet isolate 2350-BHL072216-GBD6711_14797-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGTATACTTATTCGTGCAGAATTAGGTCATCCAGGC

ACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCCCATGCTTTTATCATAATTTTTTTTATAGTAATACCTA

TTTTAATTGGGGGCTTTGGAAATTGATTATTGCCTCTTATACTCGGGGCTCCCGACATAGCCTTTCCTCGAATAAATAACA

TGAGATTCTGATTACTTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR764698, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615049 Tanytarsus sp. water mite diet isolate 2358-BHL072216-GBD18895_13705-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGATTTGGAAATTGACTTTTACCATTAATGCTTGGAGCACCAGATATAGCTTTCCCCCGAAT

GAATAATATAAGTTTTTGACTTCTTCCCCCATCTCTAACCCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR177414, identified in GenBank as 

Tanytarsus wirthi. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615050 Tanytarsus sp. water mite diet isolate 2391-BHL072216-GBD25110_14139-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGTACCTCCCTTAGTATCCTTATTCGTACAGAATTAGGTCA

CCCAGGAGCTTTAATTGGAGACGATCAAATCTATAATGTAATTGTAACGGCACATGCTTTTGTTATAAATTTTTTTATAGT

AATACCTATTTTAATTGGGGGCTTTGGAAATTGATTATTGCCTCTTATACTCGGGGCTCCCGACATAGCCTTTCCTCAAAT

AAATAACATGAGATTCTGATTACTTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KP043761, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615051 Tanytarsus sp. water mite diet isolate 2399-BHL072216-GBD25521_14349-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCTATCTTAATTGGAGGATTTGGAAATTGATTATTACCATTAATACTTGGAGCTCCAGATATAGCCTTCCCCCGAATAA

ATAATATAAGTTTTTGACTTCTTCCTCCATCTTTAACTCTTCTTCTTTCTAGTTCCATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR742201, identified in GenBank as 

Tanytarsus mendax. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615052 Tanytarsus sp. water mite diet isolate 2436-BHL072216-GBD9281_14870-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGGGGCTTTGGAAATTGATTATTGCCTCTTATACTCGGGGCTCCCGACATAGCCTTTCCTCGAATAA

ATAACATGAGATTCTGATTACTTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR281137, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615053 Tanytarsus sp. water mite diet isolate 2496-BHL072216-GBD24081_25020-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGAC

GGCCAGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATAG

TTATGCCTGTCTTAATTGGAGGATTTGGAAATTGATTATTACCATTAATACTTGGAGCTCCAGATATAGCCTTCCCCCGAA

TAAATAATATAAGTTTTTGACTTCTTCCTCCATCTTTAACTCTTCTTCTTTCTAGTTCCATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR742201, identified in GenBank as 

Tanytarsus mendax. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615054 Tanytarsus sp. water mite diet isolate 2524-BHL072216-GBD9928_24952-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGTATATTAATCCGTGCAGAATTAGGACA

CCCGGGAACTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATGCCTATCTTAATTGGAGGATTTGGAAATTGATTATTACCATTAATACTTGGAGCTCCAGATATAGCCTTCCCCCGAATA

AATAATATAAGTTTTTGACTTCTTCCTCCATCTTTAACTCTTCTTCTTTCTAGTTCCATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR742201, identified in GenBank as 

Tanytarsus mendax. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615055 Tanytarsus sp. water mite diet isolate 2531-BHL072216-GBD21264_15647-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCCTTAAGTATATTAATTCGTGCAGAATTAGGAC

ACCCGGGAACTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGCTTTGGAAATTGATTATTGCCTCTTATATTCGGAGCTCCCGACATAGCCTTTCCTCGAAT

AAATAACATAAGATTCTGATTGCTTCCCCCATCTATAACTTTACTTCTATCAAGAACAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR289369, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615056 Tanytarsus sp. water mite diet isolate 2597-BHL072216-GBD10860_12932-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGAATACTTATCCGAGCAGAATTAGGTCA

TCCAGGTACTTTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCTGTCTTAATTGGAGGATTTGGAAATTGATTATTACCATTAATATTTGGAGCTCCAGATATAGCCTTCCCCCGAATA

AATAATATAAGTTTTTGATTATTACCTCCTTCTCTTAC-

CTTATTACTTTCAAATTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR742201, identified in GenBank as 

Tanytarsus mendax. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW615057 Tanytarsus sp. water mite diet isolate 2601-BHL072216-GBD4028_21679-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGAATACTTATCCGAGCAGAATTAGGTCAT

CCAGGTACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGGGGCTTTGGAAATTGATTATTACCTCTTATATTCGGGGCTCCCGACATAGCCTTTCCTCGAATAA

ATAACATGAGATTCTGATTACGTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KM641507, identified in GenBank 

as Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615058 Tanytarsus sp. water mite diet isolate 2602-BHL072216-GBD6249_12694-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGTATATTAATCCGTGCAGAATTAGGACA

CCCGGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGCTTTGGAAATTGATTATTGCCTCTAATACTCGGTGCTCCCGACATAGCCTTTCCTCGAATA

AATAACATGAGATTCTGATTACTTCCCCCATCTATTACATTACTTCTATCTAGATCAGTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ165913, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615059 Tanytarsus sp. water mite diet isolate 2642-BHL072216-GBD11976_12571-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGTATATTAATCCGTGCAGAATTAGGACA

CCCGGGAACTTTAATCGGAGATGATCAAATTTATAATGTTATTGGTACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGCTTTGGAAATTGATTATTGCCTCTTATACTCGGGGCTCCCGACATAGCATTTCCTCGAAT

AAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KP043761, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615060 Tanytarsus sp.  water mite diet isolate 2452-BHL072216-GBD11775_16427-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCAGGTCTAGTAGGAACTTCTTTAAGTATATTAATCCGTGCAGAATTAGGACACCCG

GGAACTTTAATCGGAGATGCTCAAATTTATAATGTTATTGTTCCTGCTCATGCATTTATTATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGAGGCTGTGGAAATTGATTATTGCCTCTTATACTCGGGGCTCCCGACATAGCCTTTCCTCGAATAAATA

ACATGAGATTCTGATTGCTTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR966081, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615061 Tanytarsus sp.  water mite diet isolate 2471-BHL072216-GBD20217_10102-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATATTAATCCGTGCAGAGTTAGGACAC

CCGGGAACTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGCTTTGGAAATTGATTATTGCCTCTTATACTCGGGGCTCCCGACATAGCCTTTCCTCGAATAA

ATAACATGAGATTCTGATTGCTTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGCTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR966081, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615062 Toxonevra sp. water mite diet isolate 14680-BHL040517-GBD3945_19667-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTTTAATTGGTGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGC

TCCTGATATAGCTTTTCCACGAATAAATAATATAAGATTTTGACTACTACCCCCTTCACTTACCCTACTATTAGCAAGAAG

TATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KR262683, identified in GenBank as 

Toxonevra saltuum. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615063 Toxonevra sp. water mite diet isolate 14848-BHL040517-GBD14344_12025-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTTGGAGCATGAGCAGGAATAGTCGGAACTTCTTTAACAATT

TTTATTCGTGCTGAATTAGGACATCCTGGAGCATTAATTGGCGACGACCAAATTTATAATGTAATTGTTACCGCTCATGC

ATTTGTAATAATTTTTTTTATAGTTATACCAATTTTAATTGGTGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCT

CCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCACTTACACTATTATTAGCAAGAAGTA

TAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KR262681, identified in GenBank as 

Toxonevra carterosoma. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615064 Toxonevra sp. water mite diet isolate 14883-BHL040517-GBD6492_14994-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTTGGAGCATGATCAGGAATAGTCGGAACTTCTCTAAGAATT

TTAATTCGTGCTGAATTAGGACACCCTGGAACATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGC

ATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTAGGGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGC

TCCTGATATAGCCGTTCCACGAATAAATAATATAAGTTTTTGACTACTTCCTCCTTCACTTACACTATTATTAGTAAGAAG

TATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KR262683, identified in GenBank as 

Toxonevra saltuum. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615065 Toxonevra sp. water mite diet isolate 14983-BHL040517-GBD25762_16906-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTTTATTTTATTTTTGGAGCCTGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAACTAGGACACCCTGGTGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTTTAATTGGTGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCTCCGTCACTTACACTATTATTATCAAGAAGT

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KR262681, identified in GenBank as 

Toxonevra carterosoma. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615066 Toxonevra sp. water mite diet isolate 14994-BHL040517-GBD23273_9768-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTTTATTTTATTTTTGGAACATGAGCAGGAATAGTCGGAACTTCTTTAAGAATT

TTAATTCGTGCTGAATTAGGACACCCTGGAACATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCACATGC

ATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAGCT

CCTGATATAGCCTTTCCACGAATAAATAATATAAGTTATTGACTTCTTCCCCCTTCACTTACACTATTATTAGCAAGAAGT

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KR262683, identified in GenBank as 

Toxonevra saltuum. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>MW615067 Toxonevra sp. water mite diet isolate 15157-BHL040517-GBD7524_18774-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACACTTTATTTTATTTTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTAAATTAGGACACCCTGGAGCATTAATTGGTGACGACCAAATTTATAATGTAATTGCTACCGCCCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGTAAGAAGT

ATAGTAGAAAATGGAGTTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID KR262683, identified in GenBank as 

Toxonevra saltuum. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615068 Toxonevra sp. water mite diet isolate 15177-BHL040517-GBD4806_11165-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGAAATTGTTACAGCTCATG

CATTTATAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTGTGAATACTTCCCCCATCACTTACACTACTATTAGCAAGAAG

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID KR262683, identified in GenBank as 

Toxonevra saltuum. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615069 Uramya sp. water mite diet isolate 14223-BHL040517-GBD26379_17370-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGTACATTATCTTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGA

GCAGAACTTGGTCACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATA

ATTTTTTTTATAGTTATACCTATCCTAATTGGTGGATTTCGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATA

GCATTCCCTCGAATAAATAACATAAGATTTTGATTATTACCACCTGCTTTAACATGATTATTATCAAGATCTATTGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KP899675, identified in GenBank as 

Uramya sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615070 Xenochironomus sp. water mite diet isolate 2374-BHL072216-GBD12855_18662-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCCTGATCTGGAATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGACG

ACCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAATTTTTTTCATAGTT

ATGCCTATTTTAATTGGTGGCTTTGGGAATTGATTAGTTCCCCTAATATTAGGAGCACCAGATATGGCTTTCCCGCGAAT

AAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCGAAGATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR294880, identified in GenBank as 

Xenochironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>MW615071 Zaprionus sp. water mite diet isolate 15092-BHL040517-GBD20109_15863-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AATCATAAAGATATTGGAACACTTTATTTTATTTTTGGAGCACGAGCAGGAATAGTCGGAACTTCTTTAAGAATTTTAATT

CGAGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGT

TATAATTTTTTTTATAGTTATACCAATTATAATTGATGGATTCGGAAATTGATTAGTACTTTTAATATTAGGAGCTCCTGAT

ATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGTAAGAAGTATAGTAG

AAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID FJ948772, identified in GenBank as 

Zaprionus taronus. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10000 Oligochaeta sp. water mite diet isolate 10000-BHL040517-GBD8779_14241-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCTTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10005 Chironomus riparius water mite diet isolate 10005-BHL040517-GBD6884_23334-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGTATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTACTACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCCCTCTTACTCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10006 Dicrotendipes sp. water mite diet isolate 10006-BHL040517-GBD3868_17904-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGTAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGATTA

TACCTATTCTAATTGGAGGATCCGGAAATTGATTAGTTCCTTTAATATTAGGAGCCACCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCCCTAACCCTTCTTCCTTCTAGAACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10014 Paratanytarsus sp. water mite diet isolate 10014-BHL040517-GBD8074_15010-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTAATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCC

CCGTATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10017 Culex pipiens water mite diet isolate 10017-BHL040517-GBD14961_17587-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAATTAACCAGGTGTATTTATTGGAAATGATCAAATTTATAGTGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGTCTTTCCTCGAATAAATAATATAAGCTTTTGAATACTACCTCCTTCATTGACACTACTACTTCCAAGT

AGTTTAGTAGGAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL10018 Oligochaeta sp. water mite diet isolate 10018-BHL040517-GBD10207_3775-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGTT

TTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.5% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10020 Chironomidae sp. water mite diet isolate 10020-BHL040517-GBD17432_20377-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTA

GGACACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTT

ATAGTGATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTTCCT

CGAATAATTAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10022 Diptera sp. water mite diet isolate 10022-BHL040517-GBD20457_14475-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAG

ACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACA

TGCATTTTTAATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGG

AGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGCTTTTGAATACTACCTCCTCCATTGACACTACTACTTTCAAG

TAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10023 Chironominae sp. water mite diet isolate 10023-BHL040517-GBD19137_5950-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTTGGGGCTTGAGTTGGAATAGTTGGAACTTCTTTAAGTTTATTATTCCGAGTAGAATTAAGTCAA

CCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10024 Chironomus riparius water mite diet isolate 10024-BHL040517-GBD14067_8742-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAAGAATGCTTATTTGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10030 Chironomus riparius water mite diet isolate 10030-BHL040517-GBD16227_8014-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCCGAATT

TGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCTCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCCTACTCTTCTTCTGTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10037 Chironomus sp. water mite diet isolate 10037-BHL040517-GBD22947_6524-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGCATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCACTGGAGATGACGAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTGTAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAGGATCAATAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10040 Cryptochironomus sp. water mite diet isolate 10040-BHL040517-GBD25734_21080-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTCGGTGCCTAATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCCGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGTTA

TACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAATA

AATAATATAAGATTTTGACTTTTGCCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10042 Oligochaeta sp. water mite diet isolate 10042-BHL040517-GBD20875_9564-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAGTTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTG

CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10045 Oligochaeta sp. water mite diet isolate 10045-BHL040517-GBD6970_18264-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTAGTAATACCAGTTTTAAT

TGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTT

TCTGACT-TTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL1005 Chironomidae sp.  water mite diet isolate 1005-BHL100916-GBD26999_11816-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTT-

GGAGCTTGATCGGGGATTGTAGGCACTTCTTTTAGAATTTTAATTCGACTAGGATTTGGACACCCAGGCTCATTAATCGG

AGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTTATACCTATTTTAATTGGA

GGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCAGATATAGCTTTTCCGCGAATAAATAATATAAGATTTTG

ATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGAAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10052 Chironomus sp. water mite diet isolate 10052-BHL040517-GBD23808_16111-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATACTTCATTTTCGGTGCCTAATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGC

TAAACTAGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCGTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL10067 Amphichaeta raptisae water mite diet isolate 10067-BHL040517-GBD24882_5846-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCATTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTTCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGGTATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10092 Cryptochironomus sp. water mite diet isolate 10092-BHL040517-GBD16399_18992-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCACG

ACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10096 Amphichaeta raptisae water mite diet isolate 10096-BHL040517-GBD26938_9508-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGAACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTAGTAATCCCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTTCCCCCCATCACTAATCCTATTAGTTGCATCGGCTGCAGTAGAAAACGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10098 Amphichaeta sp. water mite diet isolate 10098-BHL040517-GBD23405_4511-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATAAAATAATATAAAATT

TTGACTATTCCCCCCATCACAAAATCTATAAGCTGCATCAGCTGCAGTAGAAAATGGAGCGGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10099 Chironomidae sp. water mite diet isolate 10099-BHL040517-GBD14317_21863-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTAATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAGATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCA

CGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGTA--

TCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10100 Chironomus sp. water mite diet isolate 10100-BHL040517-GBD6357_9542-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTCTCCCCCTAATACTTGGAGCGCCTGACAAAGCTTTTCC

TCCAAAAAATAATATAAGTTTCTGGCTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10107 Oligochaeta sp. water mite diet isolate 10107-BHL040517-GBD14047_27881-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTTCCCCCCATCACTAATTCTTCTACT---ATCTAGTTCTTTCACAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10110 Paratanytarsus sp. water mite diet isolate 10110-BHL040517-GBD19312_26284-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGCTCTTTATACTTTATTTTCGGTGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGTAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL10112 Diptera sp. water mite diet isolate 10112-BHL040517-GBD9602_9635-2Lq58 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGTTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTTTTGTAACTGCTCATG

CTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGC

ACCCGATATAGCATTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCCCATCACTAATTCTATTAGTTGCATCGG

CTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10113 Chironomus riparius water mite diet isolate 10113-BHL040517-GBD16951_6138-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACTACCCTTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCAAATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATAAGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCATAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10117 Amphichaeta sp. water mite diet isolate 10117-BHL040517-GBD27505_16080-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGAATTGAATTAACCCATCCTGGAGCATTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTTCCCCCATCACTAATTCTATTAGTTGCATCGGCTTCAGTATAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10121 Chironomidae sp. water mite diet isolate 10121-BHL040517-GBD18074_13971-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGACTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGACTTTTGCCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10122 Oligochaeta sp. water mite diet isolate 10122-BHL040517-GBD22128_9795-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTC

AACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTCTGG

TTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACCAGATATAGCTTTCCCACGAC

ATAACAATTTAAGATTTTGACTTCTTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10128 Amphichaeta sp. water mite diet isolate 10128-BHL040517-GBD19926_4811-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGAACAGGGACAAGAATATTAATTCGAATTGAATTAACCCAACCTGGAGCCTTTT

TAGGAAGAGACCAACTATATAATACCCTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTAGTAAAACCAGTTTTA

ATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAG

ATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10139 Chironomidae sp. water mite diet isolate 10139-BHL040517-GBD10562_22270-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATAGCTTTCCCACGAC

TTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID KR287302, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10144 Paratanytarsus sp. water mite diet isolate 10144-BHL040517-GBD20098_16418-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTGTACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGTGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCT

CGAATAAATAATCTAAGATTTTGACTTCTTCCCCCCCTCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10146 Culex sp. water mite diet isolate 10146-BHL040517-GBD17356_21653-2Lq58 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGTTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CTTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGG

CTCCTGATATAGCTTTTCCGCGAATAAATAATATAAGATCTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATC

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10163 Chironomus sp. water mite diet isolate 10163-BHL040517-GBD10260_19640-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATCCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGTCATAGCTTTTC

CTCGAATAAATGATATAAGTTTCTGACTTTCACCCCCCTCTCTTACACGACATCTTTCTAGTGCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1018 Cricotopus sp.  water mite diet isolate 1018-BHL100916-GBD28780_15755-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGACTTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGATTTCCCTCGA

ATAAATAAAATAAGTTTTTGATTATTACCCCCGTCGCTCAACTTACTTCTTTCAAGGTCAATTGTTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10183 Cryptochironomus sp. water mite diet isolate 10183-BHL040517-GBD17447_25163-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTACTTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGA

CGACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATG

GTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCG

AATAAATAATATAAGATTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10186 Paratanytarsus sp. water mite diet isolate 10186-BHL040517-GBD22428_14068-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATATTTTATTTTCGGTGCCTGATCAGGCATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCAGAACTA

GGACACCCCGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGAAGAATAGTGGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10193 Chironomidae sp. water mite diet isolate 10193-BHL040517-GBD17996_20223-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGAC

ACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10195 Paratanytarsus sp.  water mite diet isolate 10195-BHL040517-GBD19199_9239-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTGTAGTTCATTTTCGGTGCCTGATCCGGTATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACT

AGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACACGTTTACTGTCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10205 Paratanytarsus sp.  water mite diet isolate 10205-BHL040517-GBD28748_16152-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTCCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGGTATAGCTTTTCCC

CGAACAAATAAGATAAGAATTTGACTTCTTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10212 Paratanytarsus sp.  water mite diet isolate 10212-BHL040517-GBD23611_16503-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGTACTTCCCTATGAATATTAATTCGAGCTTAACTAG

GACATCCCGGAACTTTTATTGGAGTTGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTGTAACTCATTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10221 Amphichaeta raptisae water mite diet isolate 10221-BHL040517-GBD8449_16060-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGTACAAGACTATAAATTCGTGGTGAATTAGCCCATCCTGGAGCCTTTT

TAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCATAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10252 Amphichaeta sp. water mite diet isolate 10252-BHL040517-GBD10698_21412-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTAGGTACAGGAACAAGACTATTAATTCGAATTGAATTAAGCCATCCTGGAGCCTTTT

TAGGAAGAGACCAACTATATAATACCTTAGTTACTGCTCATGCATTTTTAATAATTTTTTTTCTTAGCAATACCAATTTTAA

TTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGTGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGA

TTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10258 Paratanytarsus sp. water mite diet isolate 10258-BHL040517-GBD3386_16081-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATCATACTTTATTTTCGGTGCCTAATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCA

CGACTTAACAATATAAGATTCTGACTACTTCCACCTTCACTAATCCTATTAGTTTCTTCTTCTGCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL10286 Paratanytarsus sp. water mite diet isolate 10286-BHL040517-GBD15846_8710-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTAATCAGGAATAGTCGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCTCG

AATAAATAACATAAGATTTTGACTACTTCCCCCATCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10293 Chironomus sp. water mite diet isolate 10293-BHL040517-GBD26397_13650-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

ATGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGAACCTGACATAGCTTTTC

CTCGAAAAAAAAATATAAGATACTGACATTTACCCCACCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10297 Oligochaeta sp. water mite diet isolate 10297-BHL040517-GBD8025_24005-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACGTGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTTTTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGAATTAAAAAATTAAGATTCTGACTACTACCACCCTCACTAAACCTATTAGTTTCTTCGGCGGCC

GTAGAAAAAGGAGCCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10298 Paratanytarsus sp. water mite diet isolate 10298-BHL040517-GBD9830_22656-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATAGTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTGATTGGAGGATTTGGGAACTGATTATTGCCTTTAATGTTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGAAATTGACTTCGCCCCCCCTCTTTAACACTATTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10299 Paratanytarsus sp. water mite diet isolate 10299-BHL040517-GBD10566_7321-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGTCTGATCAGGAATAGTGGGAACTTCCCCAAGAATATTAATTCGAGTTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCATTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCGCCCTCTGTAACACTATTAATTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10301 Chironomidae sp. water mite diet isolate 10301-BHL040517-GBD21189_19529-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGAACAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGA

ATAAATAATGTAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCGAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10305 Chironomus sp. water mite diet isolate 10305-BHL040517-GBD6892_23318-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGAACAAACCTTTC

CCCGGAAAAAAAAAAAAAGTTTCCGACTTTTAACCCCCCCCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10317 Dicrotendipes sp. water mite diet isolate 10317-BHL040517-GBD18778_18988-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGCACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTATGAGCCCCCGATATAGCTTCCCCACGAAAA

AATA--

ATAAGATTCTGACTATTACCTCCTTTTCTAACCCTACTTCTATCTAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10321 Oligochaeta sp. water mite diet isolate 10321-BHL040517-GBD7008_15531-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATACTGGCACTCTATACTTAATCTTTGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTCAAGATTCTGACTACGACCACCTTCATTAACCCTATAAGAATATTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10322 Oligochaeta sp. water mite diet isolate 10322-BHL040517-GBD20092_14153-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGAAGGAACAATATAAGATACTGACTACGACCGCCTTCACTAAACCGATAAGTTTCTTCTGCTG

CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL10329 Amphichaeta sp. water mite diet isolate 10329-BHL040517-GBD24677_10945-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCTTTTTT

AGGAAGAGACCAACTATATAATACCTTTGTTACTGCACATGCATTTTTAATTATTTTTTTTCATAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTTCCTTTAATACTTTGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCCGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10339 Paratanytarsus sp.  water mite diet isolate 10339-BHL040517-GBD24876_9746-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTGTACTTCATTTTCGGTGCCTAATCAGGAATAGTGGGAACTTCCCTAAGTATATTAATTCGAGCTGAACTA

GGTCATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGGACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10348 Paratanytarsus sp.  water mite diet isolate 10348-BHL040517-GBD12127_14843-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTGTAGTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTTAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCGTTAACTCTGTTACTTTCAAGTAGAAGAGTGGAAAATGGAGC

TGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10350 Paratanytarsus sp.  water mite diet isolate 10350-BHL040517-GBD25295_10688-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATAGTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTA

GGTCATCCCGGAACGTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAAATGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCACTTTAACTCATTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10357 Chironomus sp. water mite diet isolate 10357-BHL040517-GBD4656_9955-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTCATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGT-

CCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGAATAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACCT

TACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL10368 Chironomus riparius water mite diet isolate 10368-BHL040517-GBD11210_6401-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCCGAGCAGAAT

TAGTACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTAACGGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTATTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10382 Paratanytarsus sp.  water mite diet isolate 10382-BHL040517-GBD23346_4865-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTAATCAGGAATAGTGGGAACTTCCCTAAGAATTTTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTGATACCTATTTTAATTGGGGGATTTGGGAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCCC

GAATAAATAATATAAGATTTTGACTTCTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10389 Chironomus riparius water mite diet isolate 10389-BHL040517-GBD22417_16140-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGGCTTGATCGGGAATAGTGGGAACTTCATTAAGATTGTTTATTCGAGCAGAAT

TAGGACGACCAGGAACTTTCTTTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTATTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10393 Chironomidae sp. water mite diet isolate 10393-BHL040517-GBD4764_6627-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATCTTAGGAGTTTGAGCCGGAATAATTGGAACAGGAACTAGAATTTTAATTCGAGTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATTAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10394 Oligochaeta sp. water mite diet isolate 10394-BHL040517-GBD12712_25548-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTTATCTTAGGAGCTTGAGCTGGAATAATTGGAACAGGAATTAGAATATTA

ATTCGGATTGAATTATCTTAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTT

CTAATAATTTTCTTTCTAGTTATACCAATATTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATATTCGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCAGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL10395 Paratanytarsus sp.  water mite diet isolate 10395-BHL040517-GBD15447_20579-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTGTCGTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTGATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTCCCCCCATCTTTAACTCTGTCACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10419 Chironomidae sp. water mite diet isolate 10419-BHL040517-GBD17226_4936-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATTAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACCAGATATAGCTTTCCCACGACT

TAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10438 Oligochaeta sp. water mite diet isolate 10438-BHL040517-GBD14588_10803-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACGACCCCCTACGCTAATCCAATAAGAAGATTCTGCTG

CCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10456 Paratanytarsus sp. water mite diet isolate 10456-BHL040517-GBD11547_27551-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGAGCCTAATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGTCACCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1046 Chironomidae sp.  water mite diet isolate 1046-BHL100916-GBD7349_22931-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATCTTTTATTTT-

GGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTTGTATTAGGACACCCAGGCTCATTAATCGG

AGACGATCAAATTTATAATGTCATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGATACCTATTTTAATTGGA

GGCTTTGGAAATTGATTAGTACCTTTGATATTAGAGGCTCCTGATATAGCTTTTCCGCGAATAAATAATATAAGATTTTG

ATTATTACCCCCTTCAGTAACCTTACTATTAGCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10471 Dicrotendipes sp. water mite diet isolate 10471-BHL040517-GBD13513_6332-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATTTTTGGTGCTTTATCCGGAATAGTTGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACGACCCGG

AACTTTCATTGGAGATGACCAAATTTAGAATGATGTAGTTACTGCAGATGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10477 Paratanytarsus sp. water mite diet isolate 10477-BHL040517-GBD26984_7600-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTCTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GAACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAAAAATAACCTTTCCC

CGAATAAAAAATAAAAGAATTTTACCTCTCCCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10486 Amphichaeta sp. water mite diet isolate 10486-BHL040517-GBD26694_23958-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTGGAGTATGATCAGGAATAGTTGGTACAGGAACAAGAATATTAATTCGAATTGAATTAACCCATCCTGGCGCCTTTTT

AGGAAGAGACCAACTTTATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCATAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAACTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10490 Paratanytarsus sp. water mite diet isolate 10490-BHL040517-GBD16620_10332-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTAATCTGGAATAGTTGGAACTTCCCTTAGAATATTAATTCGAGCTGAACTAT

GACATCCCGGAACTTTTATTGGAGATGATCAACTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10495 Oligochaeta sp. water mite diet isolate 10495-BHL040517-GBD27084_18288-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTATCTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACATAACAATATAAGATTCTGACTACTACCACCTACGCTAATCCAATAAGTTGCTTCTGCTGCC

GTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL10496 Amphichaeta sp. water mite diet isolate 10496-BHL040517-GBD22047_16713-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGATTTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGTCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTGCCCCCATCACTAATACAATAAGAAGCATCGGCTGCAGTAGAAAATGGAGCTGGAGCAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10525 Paratanytarsus sp. water mite diet isolate 10525-BHL040517-GBD5704_8743-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTAATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGAAATAGCCTTTCCT

CGAATAAATAATATAAGGTTTTGGCCTCTTCCCCCCTCTTTTACCCCTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10529 Dicrotendipes sp. water mite diet isolate 10529-BHL040517-GBD5257_19455-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTCATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTAGTGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATAGAGCTTTCCCACGAATA

A--

AAAATAAGGTTCTGACTATTACCTCCTTTTCTAACCCTTCTTCTTTCTAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10536 Paratanytarsus sp. water mite diet isolate 10536-BHL040517-GBD22109_22024-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTAATCAGGTATAGTGGGTACTTCTCTAAGAATATTAATTCGAGCTGAACTCG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTGATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCGTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10538 Paratanytarsus sp. water mite diet isolate 10538-BHL040517-GBD24901_19241-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTAATCAGGAATAGCGGGAACTTCCTTAAGAATATTTATTCGAGCTGAACTAG

GACAACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTTGGTAACTGATTATTCCCTTTAATATTCGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1055 Cricotopus sp.  water mite diet isolate 1055-BHL100916-GBD5309_18920-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGA

ATTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTT

CCCTCGAATGAATAATATAAGTTATTGATTATTACCTCCTTCTCTTACCTTATTACCGTAAAGTTCAATTGTTGAAAAGGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10554 Paratanytarsus sp. water mite diet isolate 10554-BHL040517-GBD20291_22018-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATAGTTCATTTTCGGTGCCTGATCAGGAAGAGTGGGAACTTCCCTAGGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCT

CGAATAAATAATATAAGATTTTGACTTCGTCCCCCCGCTTTAACACGATAACTGGCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10555 Paratanytarsus sp.  water mite diet isolate 10555-BHL040517-GBD27831_20120-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCTTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGTTGAACTAG

GATATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGATCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATAAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGGCTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10559 Oligochaeta sp. water mite diet isolate 10559-BHL040517-GBD26829_12785-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTTAACCAGGATCATTCCTAGGAAAAGATCAACTATATAATACTCTAGTAACTGCACATTCATTT

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCCCCTTCACTAACCCTACTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10588 Oligochaeta sp. water mite diet isolate 10588-BHL040517-GBD4890_23291-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGGGCTTGAGCTGGAATAATTGGAACATGATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTTTTTCTGGTTATACCAGTATTTATTGGGGGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACC

AGATATAGCTTTCCCACGACTTAACAAATAAAGATTCTGACTACTACCCCCTTCACTAACCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL10618 Paratanytarsus sp. water mite diet isolate 10618-BHL040517-GBD8549_8676-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTTTACTTCATTTTCGGTGCCTAATCAGGAATAGTGGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10619 Paratanytarsus sp. water mite diet isolate 10619-BHL040517-GBD11729_4424-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTAATAAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCCGATATTGCTTCTCCT

CGAATAAATAATATAAGATTTTGACCTCCTCCCCCCTCTTTAACCTTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10624 Oligochaeta sp. water mite diet isolate 10624-BHL040517-GBD21298_26493-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAACTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATACTGACTACTACCGCCTTCACTAATCCTATAAGTTTCTTCTGCTTCC

GTATAAAAGGGAGCTG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10631 Oligochaeta sp. water mite diet isolate 10631-BHL040517-GBD21691_9248-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATATTTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGGGCACC

AGATACAGCTTTCCCACGACTTAACAAAATAAGATTCTGACTACTACCACCGGCACTAAACCTATAAGTTTCTACTGCTG

CCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10637 Paratanytarsus sp.  water mite diet isolate 10637-BHL040517-GBD3719_20937-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTAATCAGGAATCGTGGGTACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCGGCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10646 Dicrotendipes sp. water mite diet isolate 10646-BHL040517-GBD16248_15970-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCCAATTGGAGGATTCGGAAATCGATTAGTCCCTTTAATATTAGGAG-

CCCCGATATAGCTTTCCCACGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTCCTTTCTAGTTCA

TTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10652 Paratanytarsus sp.  water mite diet isolate 10652-BHL040517-GBD17515_4258-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTATAATTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATC

CCTGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGGAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGGATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATAGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10656 Chironominae sp.  water mite diet isolate 10656-BHL040517-GBD10797_20909-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATATCAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTCGGACGA

CCTGGTACTTTCATTGTAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTT-

ATTATAATTTTTTTTATAGTTATGACAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCTCCGG

ATATGGCTTTCCCTCGAGTAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTA

GAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10671 Amphichaeta sp. water mite diet isolate 10671-BHL040517-GBD27581_17806-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGACCAAGACTATTAATTCGTATTGAATTAACCCATCCTGAAGCCTTTTT

AGGAAGAGACCAACTATATAATACTTTAGTTACTGCAAATGCATTTTTAATAATTTTTTTTCTTAGTAATGCCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAACGCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10672 Chironomus sp. water mite diet isolate 10672-BHL040517-GBD13576_23526-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGTAGGATTCGTAACCTGACTTGTCCCCCTAATACTTGCAGCGCCTGACATAGCTTTTC

CCCGAATAAAAAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCACCTTCTTTCTAGTTCTTTCGAAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL10674 Chironomus sp. water mite diet isolate 10674-BHL040517-GBD3172_18551-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATGCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CACAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCCTTTC

CCCGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCCTCTTTCTAATTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10676 Paratanytarsus sp.  water mite diet isolate 10676-BHL040517-GBD24684_9266-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTTATTATATTTCATTTTCGGAGCCTAATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATGCCCGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTTTCAAGTACAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10686 Paratanytarsus sp. water mite diet isolate 10686-BHL040517-GBD16884_4363-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGATA

TCCCTTAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGGCACAGCTCATGCATTTATTGTAATTTTTTTCATAGGT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCATTTAATATTAGGAGCCCAAGATATAGCTTTTCCTCGCATA

AATAATATAAGATTTTGACTTCTTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10690 Chironomus sp. water mite diet isolate 10690-BHL040517-GBD27292_18449-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGTATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTCACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGACTCGGAAACTGACTTGTACCCCTAATACTTGGAGCGCCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTATATCTAGTACTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10693 Oligochaeta sp. water mite diet isolate 10693-BHL040517-GBD9961_11607-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGATCTAGAATATTA

ATTCGGATTGAATTATCTTAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTAATTGGTGGATTTGGAAATTGACTTCTCCCCCTAATACTCGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATATAAGATTCTGACTTCTACCCCCTTCTCTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10694 Oligochaeta sp. water mite diet isolate 10694-BHL040517-GBD18406_10228-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATATTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGTATCTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATCGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTAAACAATTTAAGATTCTGACTACTACCACCTACACCAACCCAATAAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10697 Chironomus riparius water mite diet isolate 10697-BHL040517-GBD10507_8853-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGATTAGTGGGAACTTCATTAGGATTGCTTATTTGGGCGGAAT

TAGGACGACCCGGAACTTTCATTGAAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10698 Oligochaeta sp. water mite diet isolate 10698-BHL101516-GBD20117_25406-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTTAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCTCTAATACTTGGAGCTCCAGATATGGCTTTCCCGCGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10699 Dicrotendipes sp. water mite diet isolate 10699-BHL101516-GBD22300_19798-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTTAACTCTTCTACTATCTAGTTCTTTCACAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10700 Cricotopus sp.  water mite diet isolate 10700-BHL101516-GBD24644_11862-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTCCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL10701 Dicrotendipes tritomus water mite diet isolate 10701-BHL101516-GBD8802_3249-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATACTTCATTCCTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTACGGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAAGTGGAGAAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10702 Chironominae sp.  water mite diet isolate 10702-BHL101516-GBD10417_8468-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTCATTTTTTTGGGGCTTGATCAGGAATAGTAGGCACTTCCTTAAGTATACTTATTCGAGCAGAGTTAGGA

CGGCCAGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTCTTTATA

GTTATACCGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCG

AATAAATAATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR751654, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10703 Dicrotendipes tritomus water mite diet isolate 10703-BHL101516-GBD17806_2587-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CTACCTTGAACTTTTATTGGTGACGATCAAAATTTACAATGTAATTGTGACAGCTCATGCTTTTATTATAATTTTCTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10704 Lebertia quinquemaculosa water mite diet isolate 10704-BHL101516-GBD17599_2148-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGGTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACACCTTCGTTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTAGGAAATTGACTAGTCCCATTGATAATTAGAGCTCCAGATATAGCATTTCCACG

AATAAACAATATAAGATTTTGACTTTTCCCCCCCCTCTTTAACTCTTCTACTATCTAGTTCTTTCGCAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID MG773261, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL10706 Lebertia sp. water mite diet isolate 10706-BHL101516-GBD18127_16040-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAAAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAATTTTCGTTATA

GTTATGCCAATAATAATTGGAGGATTCGGAAATTGACTAGTCCCATTGATAATTAGAGCTCCAGATAGAGCATTGCCAC

GAATAAACAATATAAGATTTTGACTTTTACCCCCCTCTTTAACTCTTCTACAACCTACTTCTTTCTAGAGCAATCGGAG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID MG773261, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL10707 Dicrotendipes sp. water mite diet isolate 10707-BHL101516-GBD12923_24299-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGGGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCCTTCTCTCACCTTACTTCTCTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1071 Chironomidae sp. water mite diet isolate 1071-BHL100916-GBD28367_19942-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGAATAGTAGGTACTTCCCTGAGAATCTTAATTCGAGCTGA

ATTAGGCCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATATTTTT

TTTTATAGTTATACCTATTTCAATTGGAGG--------------------

ATTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACCTT

ACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10711 Oligochaeta sp. water mite diet isolate 10711-BHL101516-GBD12838_22220-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGGGGCTCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.1% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10714 Dicrotendipes sp. water mite diet isolate 10714-BHL101516-GBD17469_11816-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTCTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTAGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCG

AATAAATAATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10726 Dicrotendipes tritomus water mite diet isolate 10726-BHL101516-GBD10084_2975-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTCTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGTACTATTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGAGGGCTCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTACTACCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL10736 Dicrotendipes tritomus water mite diet isolate 10736-BHL101516-GBD13901_2504-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATAAGGAATAGTTGGGACTTCTCTAAGTATACTTATGCGAGCAGAGCTGGGG

CTACCTGGAACTTTTATTGGTGACGATCCAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATTATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGCGCTGGATC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10738 Oligochaeta sp. water mite diet isolate 10738-BHL101516-GBD24969_23317-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGCGCAGGAATAATTGGTACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTATCCCACGA

CAAAATAATTTAAGAGTCTGACTACTACCACCATCTCTAATCTAACTAATTGCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10755 Chironomidae sp.  water mite diet isolate 10755-BHL101516-GBD6626_13255-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAATTGGAGATGATCAAGTTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTTA

TAGTAATACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTC

GAATAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10757 Dicrotendipes tritomus water mite diet isolate 10757-BHL101516-GBD17967_17730-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTACTTTAATATTAGGGGGCTCCAGATATAGCTTGTCCTCGA

ATAAATAATATAAGTTTGTGATGACTTCCTCCTTCTCTTACTCGACTTCGTTCTAGATCAATCGTAGAAAAGGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10758 Dicrotendipes tritomus water mite diet isolate 10758-BHL101516-GBD19410_27505-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATACAGCTTTTCCTCGAA

TAAATAAAATAAGTTATTGATTACTTCCTCCTTCTCTTACTCTACATATTTCTAGATCAATTGTATAAAATGGCGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10768 Oligochaeta sp. water mite diet isolate 10768-BHL101516-GBD20899_9708-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAAAATAAGATACTGACTACGACCACCATCTCTAAACTAAATAATTGCT

TCTGCAGCAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10782 Oligochaeta sp. water mite diet isolate 10782-BHL101516-GBD13424_9965-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTAAGGAGTATGAGCAGGAATAATTGGAACATGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGGTATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAAGCTTACTGAGTTCTGCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10786 Cricotopus sp.  water mite diet isolate 10786-BHL101516-GBD21770_5036-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACGTTATATTTTATTTTCGGAGCCTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCTTTAATGTTAGGGGCTCCTGATATAGCATTCCCGCG

AATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTGCTATCAAGTACAATTGTTGAAAAGGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10788 Dicrotendipes sp. water mite diet isolate 10788-BHL101516-GBD22288_16371-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTCGGGACTTCTCTAAGTATATTTATTCGAGCAGAGCTGGGA

CGTCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGACTCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGATTACTACCTCCTTCACTTACCCTACTTCTATCAAAATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10795 Oligochaeta sp. water mite diet isolate 10795-BHL101516-GBD20889_21355-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAACGATATTGGCACTCTTTACTTAATTTTCGGAGTATGAGCAGGAATAATTGGAACTGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCACCTATATAACACCCCTAGTTACTGCA

CATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTC

CGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID KY633410, identified in GenBank as 

Uncinais uncinata. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>RL10809 Oligochaeta sp. water mite diet isolate 10809-BHL101516-GBD7817_9027-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCAAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTGATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGACTAA

ATAATTTAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL10813 Chironomidae sp. water mite diet isolate 10813-BHL101516-GBD15094_5895-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCGACCT

GGAACTTTTATTGGGGACGATCTAAGTTACAATGTAATTGTTACGTCTCATGCTTTTATTATAATTTTTTTTTATAGTTATA

CCGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACATTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCGAATAAA

TAATATAATATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGACCAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KJ208847, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10836 Dicrotendipes tritomus water mite diet isolate 10836-BHL101516-GBD27332_14114-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGAGTCTCCAGATATAGCTATTCCTCGAA

AAAATAATAGAAGTTTTTGATTACTTCCTCCTTCTCTTACTCGACTTCTATCTAGATCAATTGTATAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1085 Psectrocladius sp. water mite diet isolate 1085-BHL100916-GBD29328_18616-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCAGTAACGGGACGAGGAGCGAGCGCGCGAGGGGAAAAGGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10893 Dicrotendipes tritomus water mite diet isolate 10893-BHL101516-GBD23119_22957-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGAAGCTTGATCAGGAATAGTTGTTACTTCTCTATGTATACTTATTCGAGCATAGCTGGGTC

GACCTGGAACTTTTATTGTTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10901 Dicrotendipes tritomus water mite diet isolate 10901-BHL101516-GBD24827_5493-Lq83 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTCCTATAAGTATACTTATTCGAGCATAGCTGGGT

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGTAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCACCTTCACTAACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10903 Chironominae sp. water mite diet isolate 10903-BHL101516-GBD18041_10567-Lq83 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTCATTTTTGGGGCTTGATCAGGAATAGTAGGCACTTCCTTAAGTATACTTATTCGAGCTGAGTTAGGACG

GCCAGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAA-

TTTTTTTATAGTTATACCGATTTTAATTGGGGGGTTCGGAAACTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGC

TTTCCCGCGAATAAATAATATAAGATTTTGACTATTACCACCGTCTCTTACCCTACTTCTTTCAAGTTCAATTGTTGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR751654, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL10919 Oligochaeta sp. water mite diet isolate 10919-BHL101516-GBD28208_14140-Lim84 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACATGGACTAGTATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCATG

TATTACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGAAATGGCCTTCCCACGA

CTAAATAAATAAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGAAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10934 Oligochaeta sp. water mite diet isolate 10934-BHL101516-GBD29220_16223-Lim84 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATAGTTAATTTTAGGAGTATGAGAAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACACCC

AGGAGCATTCTTAGGAAGAGATCAACTATATAAAACCCTAGTTAGTGCACATGCATTCTGAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGAGGATTTGGAACCTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACTAA

ATAATTTAATATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL1096 Cricotopus sp. water mite diet isolate 1096-BHL100916-GBD3614_19522-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGCTCAGGAATAGTAGGGACTTCCTTGAGAATCGTAATTCGAGCTGAATTAGGT

CATGCCGGGTCATTTATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGTCTCCTGATATAGCCTTCCCTCGA

AAAAATAATATAAGTTTTTGATTATTACCCCCCTTCTCTCACCTTACTTCTATCAAGTACAATAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL10970 Chaetogaster diastrophus water mite diet isolate 10970-BHL101516-GBD8368_3738-Lim84 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTCTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGAATTCTACCTTTAATAATAG

GAGCCCCAGTTACGGCATGCCCACGATAAAACAATCTAAGATTTTGACTTCTACCACCTGCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>RL10974 Oligochaeta sp. water mite diet isolate 10974-BHL101516-GBD26170_21217-Lim84 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACTGGGTCTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACAAAATAATATAAGATTCAGACTACTACCACCAACTCAAATCTAACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL10981 Oligochaeta sp. water mite diet isolate 10981-BHL101516-GBD14171_10652-Lim84 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGACTAA

ATAATTTAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 85.4% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL10991 Oligochaeta sp. water mite diet isolate 10991-BHL101516-GBD22821_7721-Lim84 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGGATTATCAC

AACCAGGATCATTCTTAGGAAGGGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTCCACACGA

CTAAATAATTTAAGATTCTGACTACGACCACCATCGCTAACCTAACTAATTGCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11030 Oligochaeta sp. water mite diet isolate 11030-BHL110116-GBD15810_14675-Lq76 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGTCTAA

ATAATTTAAAATTCTGACTACTACCACCATCTCTAACCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11032 Chironomidae sp.  water mite diet isolate 11032-BHL110116-GBD6021_22873-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11033 Chironomidae sp.  water mite diet isolate 11033-BHL110116-GBD25019_8321-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAATTGGAGATAATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTTA

TAGTAATACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTC

GAATAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTTGAAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11036 Chironomidae sp.  water mite diet isolate 11036-BHL110116-GBD13124_10928-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGGCGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11037 Paratanytarsus sp. water mite diet isolate 11037-BHL110116-GBD1738_15773-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCATTTATTATAATTTTTTTCA

TAGTTATACATATTTTAATTTGGGGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11038 Paratanytarsus sp.  water mite diet isolate 11038-BHL110116-GBD19339_2274-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACCTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGTAACTTTTATTGGAGATGACCAAATTTATAATGTCATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTCTACATATTTTCATTGGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTGCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL11039 Paratanytarsus sp.  water mite diet isolate 11039-BHL110116-GBD4537_19572-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTTCAT

AGTTATACCTATTTTAGTTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCGTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGTTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11040 Paratanytarsus sp. water mite diet isolate 11040-BHL110116-GBD28842_19393-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAATTTTTATTGGAGATGACCAAGTTTATAACGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATA

GTTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAAACATAGCTTTTCCTCGA

ATAAATAAGATAAGATTTTGACTTCTTCCCCCCTCGTTAACTCATTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11041 Paratanytarsus sp. water mite diet isolate 11041-BHL110116-GBD21060_11094-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCACTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTACGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCTAATTTCTAATGTAATTGTTACCGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGTGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCTCAAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11042 Chironominae sp.  water mite diet isolate 11042-BHL110116-GBD23561_22917-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGACCGGCATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACAAATATTAGGACCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTGTATTACTTGCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11043 Paratanytarsus sp.  water mite diet isolate 11043-BHL110116-GBD26621_15399-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGTATATTAATTCGAGCTGAACTAGGA

CATCCCGGACATTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATA

GTTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCATGTACTGTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11045 Chironomidae sp. water mite diet isolate 11045-BHL110116-GBD18775_26358-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCC

CGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTTATAGTGAT

ACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAA

TAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11046 Paratanytarsus sp.  water mite diet isolate 11046-BHL110116-GBD19810_2661-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGCAGGAACTTCCCTAGGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCGCAAGCATTTATTATAATTTTTTTTCAT

AGTTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AGTAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11055 Chironomidae sp. water mite diet isolate 11055-BHL110116-GBD15883_28832-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACAATCAAATTTATAATTTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGTAACTTGATTATTACCTTTGATACTATGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTCCCCCCCTTCATTAACCTTACTTTTATCAAAATCAATAGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11057 Paratanytarsus sp. water mite diet isolate 11057-BHL110116-GBD22011_24018-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCGAA

AAAAAAAAAAAAGACTTTGAATTCCTACCCCCTTCATTAAC---

CTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11061 Paratanytarsus sp.  water mite diet isolate 11061-BHL110116-GBD12275_20740-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAACTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAAATGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCCTCTTTAACTCTCTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL11062 Paratanytarsus sp.  water mite diet isolate 11062-BHL110116-GBD27524_20320-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGATCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTTGGAACTGATTATTGCCTTTAATATTAGTAACCCCAGATATAGCTTTTCCTCAAAT

AAATAATATAAGATTTTGACTTCTCCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11066 Psectrocladius sp. water mite diet isolate 11066-BHL110116-GBD10965_10617-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1107 Chironomidae sp.  water mite diet isolate 1107-BHL110116-GBD19328_28648-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAATAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATAAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTTTAT

AGTGATACCTATTTTAATTGGAGGCTTGGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGC

GAATAAATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11073 Oligochaeta sp. water mite diet isolate 11073-BHL110116-GBD15645_12819-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATAACAACCAGGATCATTCTTAGGAAGCGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTTTTTCTTGTAATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCATTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATATCTT

CCGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11076 Paratanytarsus sp.  water mite diet isolate 11076-BHL110116-GBD10285_23452-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGTCCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCCAA

AAAAAAATATAAGAATTTGACTTCTTCCCCCCCTCTTTAACTCTTTTACTTTTAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11079 Chironominae sp.  water mite diet isolate 11079-BHL110116-GBD28358_12120-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATGGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGAGATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCACCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11080 Chironomidae sp. water mite diet isolate 11080-BHL110116-GBD3072_13101-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTAGATGTGATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGAC

ACCCATGCTCATTTATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTAGTTTAATTGGATGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCTAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATAGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11086 Paratanytarsus sp. water mite diet isolate 11086-BHL110116-GBD6636_16633-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCTCGAA

TAAATAAAATAAGATTTTGACTTCTTCCCCCCTTCATTAAC---

CTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1109 Paratanytarsus sp.  water mite diet isolate 1109-BHL110116-GBD12466_22851-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGT

ATAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11090 Paratanytarsus sp.  water mite diet isolate 11090-BHL110116-GBD8744_17647-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCAGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAGCTGATTATTGCATTTAATATTAGGAGCCCCTTATATAGCTGTTCCTCGAA

TAAATAATATAAGGTTTTGACTTCTTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL11094 Chironomidae sp. water mite diet isolate 11094-BHL110116-GBD13996_10029-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGACCAGAATTAGGACATGCAGG

CTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGTTATACC

AATCTTAATCGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAATA

ATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11095 Chironomidae sp. water mite diet isolate 11095-BHL110116-GBD21901_25089-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGTATAGTAGTCACTTCTTTAAGAATTTTAATTCGACTAGATTTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCATATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGAGTTGTCCGCGA

ATAAATAAAATAAGATTTTGACTTCTTCCCCCCTCTTTAAC---

TCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11096 Psectrocladius sp. water mite diet isolate 11096-BHL110116-GBD8783_26179-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGTAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AAAAATATAAGTTTTTGATTACTTCCCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1110 Dicrotendipes tritomus water mite diet isolate 1110-BHL110116-GBD28516_11451-Lq44 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCGCGGATA

AATAATATAAGTTTTTGATTACTACCCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11101 Oligochaeta sp. water mite diet isolate 11101-BHL110116-GBD18472_12544-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATTGAAGATTCAGACCACGACCACCATCTCTAACATAACTAAAATCT

TCTGGAGCAGTAGAAAATGGAGCTGGAA

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG422806, identified in GenBank 

as Slavina appendiculata. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL1111 Chironomidae sp.  water mite diet isolate 1111-BHL110116-GBD21107_13946-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1112 Chironomidae sp.  water mite diet isolate 1112-BHL110116-GBD26368_12372-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCTTCCTTAACATTACTTCTTTCTAGTTCTACTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1113 Chironomidae sp.  water mite diet isolate 1113-BHL110116-GBD12240_4172-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATCTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TGAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAAATCAATAGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11130 Oligochaeta sp. water mite diet isolate 11130-BHL110116-GBD27682_11241-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGTAGGAATAATTGGAGCAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCCCATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGAGTTGGAAACTGATTAGTACCACTAATAATTGGAGCTCCAGATCAGGCTTTCCCCCGA

CTAAATAATTTAAGATTCTGACTACTACCCCCATCTCTAATCTTACTAATTTCCTCTGCAGCAGTAGAAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL1114 Chironomidae sp.  water mite diet isolate 1114-BHL110116-GBD20753_4670-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCTGGGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACCTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL11145 Chymomyza sp. water mite diet isolate 11145-BHL110116-GBD13230_13046-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATT

CTAATTCGAGCAGAATTAGGACATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGC

TTTTGTAATAATTTTTTTTATAGTTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCC

CCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAA

TAGTGGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID EU493571, identified in GenBank as 

Chymomyza procnemis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11149 Paratanytarsus sp. water mite diet isolate 11149-BHL110116-GBD16854_8421-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTAATTATAGTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTATGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGAGTTTGACTTATTCCCCCCTCTGTAACTCAGTCACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1115 Chironominae sp.  water mite diet isolate 1115-BHL110116-GBD6857_21036-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGATTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGACCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11153 Chironominae sp. water mite diet isolate 11153-BHL110116-GBD25586_16035-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTAATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11154 Paratanytarsus sp. water mite diet isolate 11154-BHL110116-GBD21836_20404-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCCCC

AATAAAAAAAATAAGATTTTGAATTATTCCCCCCTCCTTAACCCTTTTACCTTCAAGTAGAATAGTGGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR276243, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11155 Chironomidae sp. water mite diet isolate 11155-BHL110116-GBD27485_18019-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCACATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATAAAGCTTTTCCGCGAAA

AAAAAAAAAAAGATTTTGATTATCACCCCCTTCATTAACCTCACTTTTATCAAGATAAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1116 Chironomidae sp.  water mite diet isolate 1116-BHL110116-GBD18416_9864-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

ACCAAGCTCATTAATCGGAAACGAACAAATTTATAATGTAATTGTTACAGCACATGCCTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11163 Psectrocladius sp. water mite diet isolate 11163-BHL110116-GBD12963_19339-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAGGAC

ATCCAGGAACTTTAATTGGAGATGATTAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11176 Paratanytarsus sp.  water mite diet isolate 11176-BHL110116-GBD28477_19160-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATTAGGAATAGTAGGAACTTACCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGACCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTTGGAACTGATTATTGCCTTTAATAGTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTATAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11181 Paratanytarsus sp. water mite diet isolate 11181-BHL110116-GBD9405_17267-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACCTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1119 Chironomidae sp.  water mite diet isolate 1119-BHL110116-GBD4158_13975-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCCTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAACGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTGCATTAACCTTACTTTTATCAAGGTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11190 Oligochaeta sp. water mite diet isolate 11190-BHL110116-GBD16263_28288-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGAAGGAATAATTGGAACAGGGACTGG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATACGGCTTTCCCACGACTAAATAAAATAAGATTCTGACTACTACCACCAGCGCTAAACTTACTAATGTCT

TCTGCAGCAGTATAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11191 Oligochaeta sp. water mite diet isolate 11191-BHL110116-GBD23624_6011-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATAATTCTTAGGAAGAGATCAACTATATAACGCACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCAGTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL1120 Chironomidae sp.  water mite diet isolate 1120-BHL110116-GBD20047_25564-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGTCTCCTGATATAGCTTTTCCGCGAATA

AAAAATATAAGATTTTGATTATTACCCCCCTCATTAACCTTACTTTTATCAAGATAAATAGTAGAAAATGGAGCCGGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11211 Chironomidae sp. water mite diet isolate 11211-BHL110116-GBD11750_28285-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGAGCTTGATCCGGCATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTAATTGGATATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTTA

TAGTAATACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTC

GAATAAATAACATAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1122 Chironomidae sp.  water mite diet isolate 1122-BHL110116-GBD28640_19761-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTGATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CACAGGCTCATTAATCGGAAGCGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11246 Oligochaeta sp. water mite diet isolate 11246-BHL110116-GBD26382_17225-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGAGATGGCATTCCCACGA

CTAAATAATTTAAGATAATGACTACGACCACCATCGCTAAAATGACTAATGTCTTCTGCAGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11248 Paratanytarsus sp.  water mite diet isolate 11248-BHL110116-GBD27850_17719-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACTAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACTTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACACTATTACTTTCAAGTAGGATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11251 Oligochaeta sp. water mite diet isolate 11251-BHL110116-GBD6244_23457-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGTGCAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATCCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTGG

TAATACCAGTATTTAATGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATACGACTTTCCCACGA

CAAAATAATTTAAGATTCTGACTACTACCACCATCGCTAATCTAACTAATTGCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11256 Paratanytarsus sp.  water mite diet isolate 11256-BHL110116-GBD17997_27771-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTAATTGTCCTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCGTTAACTCTGTTACTTGCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL11257 Paratanytarsus sp.  water mite diet isolate 11257-BHL110116-GBD23905_20637-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGCACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTGTAACGCGTTAACCTGCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11273 Chironomidae sp. water mite diet isolate 11273-BHL110116-GBD24213_16938-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCATGGCCGCGA

ATAAATAAAATAAGAATATGATTATTACCCCCGTCATTAACCTGACATTTATCAAGAGCAATAGTAGAAAATGGAGCTGA

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11278 Chironomidae sp. water mite diet isolate 11278-BHL110116-GBD15035_2076-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATTCCAATCTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11286 Chironomidae sp.  water mite diet isolate 11286-BHL110116-GBD23296_25646-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGTGAAGATCAAATTTATAATGTAATTGTTACAGCACATGATTCTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAAGGGCTCCTTATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTGCTTTTATCAAGATCAATAGTAGAAAATGGCGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11287 Oligochaeta sp. water mite diet isolate 11287-BHL110116-GBD24299_5363-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATCCTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTA-

TATAACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGAGTTTCCCACGG

CAAAATAAATAAAGATTCTGACTTCTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.4% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11298 Paratanytarsus sp. water mite diet isolate 11298-BHL110116-GBD21957_23530-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGATCTAGGAC

ATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGTGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACGTCCCCCCTCTTTAACACATTAACAATCAAGTAGAAGAGTGGAAAATGGAGCTGGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11306 Oligochaeta sp. water mite diet isolate 11306-BHL110116-GBD27989_12200-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGCCTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCCGATATGGCTTTCCCACGAC

AAAATAATATAAAATACTGACTACGACCACCATCTCTAAACTTACTAATTTCTTCTGCAGCAGTATAAAATGGAGCTGGA

AC

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11308 Paratanytarsus sp.  water mite diet isolate 11308-BHL110116-GBD13238_24762-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTAATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATACAGGAACTTTTATTGGAGATGACCACATTTATAATGTAATTGTTACAGCTCATGCATTTATTCTAATTTTTTTCATAG

TTATACATATTTTAATTGGGTGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11313 Paratanytarsus sp.  water mite diet isolate 11313-BHL110116-GBD21139_9178-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACATATTTTAATTGGGGGATTTGGTAACTGATTATAGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTACCCCCATCTTTAACACTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11319 Chironominae sp.  water mite diet isolate 11319-BHL110116-GBD16478_20672-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTACGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAACTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATCATTACCACCATCTCTTACTTAATTACAATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1132 Oligochaeta sp. water mite diet isolate 1132-BHL110116-GBD7942_10538-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAACTTTAGGAGTATGAGCAGGAATAATTGGAACATGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGAACATTCTTAGGAAAAGATCAACTTTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATAAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11332 Paratanytarsus sp.  water mite diet isolate 11332-BHL110116-GBD24021_10328-Lq77 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACCTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGGGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTAGACTACTGCCCCCCACTTTAACACTTTAACATGCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278321, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1134 Chironomidae sp.  water mite diet isolate 1134-BHL110116-GBD19602_17976-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACCCAGG

CTCATTAATCGGAGACGATCAAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGATAC

CTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAATA

ATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAG-TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11364 Oligochaeta sp. water mite diet isolate 11364-BHL110116-GBD26219_11205-Lq77 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTTAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTGTCCCACGA

CTAAATAATATAAGAGTCAGACTACTACCACCATCGCTAATCTAACTAATTGCGTCTGCAGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL1138 Oligochaeta sp. water mite diet isolate 1138-BHL110116-GBD16060_24919-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACCGGGACTAGAATACTAATTCGAATTGAATTATCAT

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTCGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACGACCACCATCTCTAATCTTACTAAAATCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11394 Oligochaeta sp. water mite diet isolate 11394-BHL101516-GBD26287_21424-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAAAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTCCTAG

TAATACCGATATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGTGCTCCAGATATAGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACCACCACCAACTCTAATCTAACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11396 Oligochaeta sp. water mite diet isolate 11396-BHL101516-GBD13789_7485-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAAAATACTAATTCGAATTGAATTATCATA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTATTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCCTTCCCACGAA

TAAATAACATAAGATTCTGATTACTACCACCATCTCTAACCTTACTAATTTCTACTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11403 Oligochaeta sp. water mite diet isolate 11403-BHL101516-GBD4136_8458-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAAAACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCCCGA

CTAAATAATTTAAGAATCTGAATAATACCCCCATCTATAAACCTACTAATTACTTCTGCAGCAGTAGAAAATGGAAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11404 Oligochaeta sp. water mite diet isolate 11404-BHL101516-GBD27045_8096-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGCCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGTAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACGAATACTTGGAGCTCCAGATATGGCTTGCCCACGA

CTAAATAATTTAAGATTCTGACTACGACCACAATCTCTAATATTACAAATTTCTTCTGCAGCAGTATAAAATAGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11419 Oligochaeta sp. water mite diet isolate 11419-BHL101516-GBD22387_20089-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATACTTTATTTTAGGAGTTTGAGCAGGAATAATTGGACCTGGGTCTAAAATACTAATTCGAATCGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTTTTTAACACCCTAGTTACTGCACATGCTTTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTAATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGAC

TAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL11425 Chironomidae sp.  water mite diet isolate 11425-BHL101516-GBD8471_11663-Lq78 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGAATTTGGAAACTGATTAGTTCCTTTAAAATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAATTTTTTGATTGTTGCCCACATCATTAACTTTATTGTAATCTAGATCAATTGTGGAAAATGGAGCAGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11431 Psectrocladius sp.  water mite diet isolate 11431-BHL101516-GBD12335_21280-Lq78 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCATAACTCGGTCAC

GCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTATGAGCCCCCGACATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTTCTTCCCCCGTCAGTAACTTTACTATTAGCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11443 Hyalospheniidae sp. water mite diet isolate 11443-BHL101516-GBD14725_3074-Lq79 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACACTATATTTAATATTTGGTTTAATAGCCGGTATTATAGGGACAATATTTTCAATATTAATTAGAATT

GAATTAGCATATCCAGGAGTACAGATTCTTAATGGAAATTATCAGTTTTATAATGTTATTGTTACAGCAAATGCTTTTGTT

ATGATTTTTTTCATGGTAATGCCTGCAATGATAGGCGGTTTTGGGAATTGATTTGTTCCTTTATTAATAGGAGCTCCTGAT

ATGGCTTTTCCACGTCTAAATAATTTAAGCTTTTGACTTCTTCCCCCTTCTTTTATTTTATTATTGTTATCTAGTATTGTTGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.8% 

identical to accession ID JN849043, identified in GenBank as 

Alocodera cockayni. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11456 Chironomidae sp.  water mite diet isolate 11456-BHL101516-GBD14030_17731-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTTCGGAGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTATTTCGTGCAGAATTA

GGACATCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTA

TAGTAATACCTATTTTGATCGGAGGCTTTGGAAATTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCTC

GAATAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11461 Oligochaeta sp. water mite diet isolate 11461-BHL101516-GBD8683_17221-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTGTACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTCGAATACTGATTCGAATTGAATTATCAT

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATACGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACGAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11463 Oligochaeta sp. water mite diet isolate 11463-BHL101516-GBD28630_18206-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATCTGGAAACTGATTAGTACCACTAATACTTAAAGCTCCAGATATGGCTTTCCCCCGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTATAAAATGGCGCTTGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 85.2% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11488 Oligochaeta sp. water mite diet isolate 11488-BHL101516-GBD17006_27754-Lq79 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCGACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGACTAA

ATAATTTAAAATTCTGACTACTACCACCATCTCTAAACTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11492 Cricotopus sp.  water mite diet isolate 11492-BHL101516-GBD6572_14026-Lq80 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAAGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11493 Chironomidae sp.  water mite diet isolate 11493-BHL101516-GBD15477_20025-Lq80 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACCTTATATTTTATTTTCGGGGCTTGATCCGGAATAGTGGGGACTTCTTTAAGTATATTAATTCGTGCAGAATTAG

GACATCCAGGAACTTTGATTGGAGATGATCAAATTTATAATGTTATTGTCACTGCTCATGCATTTATTATAATTTTTTTTTT

ATAGTAATACCTATTTTGATCGGAGGCTTTGGAAGTTGACTATTACCACTTATACTTGGAGCCCCTGATATGGCCTTTCCT

CGAATAAATAACATAAGATTCTGGTTACTACCTCCGTCTATTTCTTTGCTTCTTTCTAGATCAATTGTTGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR273785, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1150 Chironomidae sp.  water mite diet isolate 1150-BHL110116-GBD11110_26723-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTGTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAACCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACGTTTTATATTAGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL11501 Oligochaeta sp. water mite diet isolate 11501-BHL101516-GBD14742_14283-Lq80 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGACTAA

ATAATATAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11510 Oligochaeta sp. water mite diet isolate 11510-BHL101516-GBD26615_18382-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTAGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGACTAA

ATAATTTAAAATTCTGACTACTACCACCATCGCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAAGGGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 84.9% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11511 Nais barbata water mite diet isolate 11511-BHL101516-GBD21832_27420-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCACA

ACCAAGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTAACATGACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGATTCGGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATAGAGCATTCCCACGA

TTAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATGTCTTCTGCAGCCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11512 Oligochaeta sp. water mite diet isolate 11512-BHL101516-GBD20716_19183-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGACTAA

ATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KY633404, identified in GenBank as 

Slavina sp. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11513 Oligochaeta sp. water mite diet isolate 11513-BHL101516-GBD5510_20574-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGTAACTAGAATATTAATTTGAATCGCATTATCACAACCA

GGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTTCCAATAATACTAGGAGCCCCAGATATGGCATTCCCACGACTAAA

TAATTTAAAATTCTGACTACTACAACCATCTCTAATCTTACTAATGTAATCTGCAGCAGTAGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11520 Oligochaeta sp. water mite diet isolate 11520-BHL101516-GBD11035_24903-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGAATCATTCTTAGGAAGATATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTACTTATTGGATGATATTAAAACTGATTAGTACCACTAATACTTGAAGCTCCAGATATGGCTTTCCCACGACT

AAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCTTCTGCAGCAGTATAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11521 Oligochaeta sp. water mite diet isolate 11521-BHL101516-GBD28122_20183-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAGTCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCGACTGTATAACACCCTAGTTCATGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATATATTGGCGGGTTTGGAAAGTGACTAGTTCCATTAATACTCGGAGGCCCAGATATGGCATTCCCACGACTA

AATAATTTAAAATTCTGACTACTACCACCAACTCTAAGCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 82.7% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11525 Oligochaeta sp. water mite diet isolate 11525-BHL101516-GBD17059_5449-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCAATTTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAG

AATATTAATTCGAATCGAATTAGCACAACCAGGGTCATTCATAGGAAAAGACCAACTGTATAACACCCTAGTTACTGCAC

ATGCATTCGTAATAATTTTCTTTCTTGTAATACCAGTTTTTATTGGCGGGTTTGGAAACTGAGTAGTTCCTTTAATACTCG

GAGCCCCAGATATGGCATTCCCACGACTAAATAATTTAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCAT

CTGCACCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.9% 

identical to accession ID HQ961513, identified in GenBank 

as Stylaria lacustris. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11527 Oligochaeta sp. water mite diet isolate 11527-BHL101516-GBD5674_7645-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTTTATAACAACCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTAATTGGCGGGTTTGGAAATTGACTAGTTCCATTAATATTCGGAGCCCCAGATATGGCATTCCCTCGACTAA

ATAATTTAAAATTCTGACTACTACCCCCATCTCTAACCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 83.6% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11533 Oligochaeta sp. water mite diet isolate 11533-BHL101516-GBD21844_5634-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAACAGGAACTAGAATATTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAAAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGACTAGTACCACTAATACTTGGAGCACCAGATATGGCATTCCCACGA

CTAAATAATTTAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL11535 Oligochaeta sp. water mite diet isolate 11535-BHL101516-GBD27813_15892-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAAAACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTCG

TAATACCAGTATTTACTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGACTTGCCCACGA

CTAAATAATTAAAGATTCTGACTACTACCGCCATCGCTAATCTTACAAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGA

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11536 Oligochaeta sp. water mite diet isolate 11536-BHL101516-GBD9434_4727-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACCA

GGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAGTATTTATTGGAGGGTTTGGAAACTGACTAGTTCCATTAATATTCGGAGCACCCGATATAGCATTCCCACGACTAAA

TAATATAAAATTCTGACTACTACCACCATCTCTAACCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11542 Oligochaeta sp. water mite diet isolate 11542-BHL101516-GBD19827_14225-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATCCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAACAACTTAAGATTCTGACCACGACCACCATCTCTAATATAACTAAAATCTT

CTGCAGCAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11544 Oligochaeta sp. water mite diet isolate 11544-BHL101516-GBD18018_24308-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCCTTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGTAGCCCCAGATATGGCATTCCCACGACAAA

AAAAATTAAAATTCTGACTACTACCACCATCTCTAAACTTACTAATGACATCTGCAGCAGTAGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 84.0% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11546 Oligochaeta sp. water mite diet isolate 11546-BHL101516-GBD26333_21348-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGAAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATGTATTGGAGGATATGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CAAAATAATTTAAGATTCTGACTACTACCACCATCACTAATCTAACTAAAAACTTCTGCAGCAGTAGAAAAAGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11555 Oligochaeta sp. water mite diet isolate 11555-BHL101516-GBD22712_17700-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAATTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTACTAATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTAGGAGCCCCAGATATGGCATCCCCACGACTA

AATAACATAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11564 Oligochaeta sp. water mite diet isolate 11564-BHL101516-GBD25085_9224-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGGATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGG

TAATACCTGTATTTATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGA

TTAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGGGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID LT905357, identified in GenBank as 

Nais pseudobtusa. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11565 Oligochaeta sp. water mite diet isolate 11565-BHL101516-GBD1962_14743-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATACTTCATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTGATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTTTAAAACACCCTAGTTACTGCAC

ATGCATTCATAATAATTTTTTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATCGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTT

CTGCAGCAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11566 Oligochaeta sp. water mite diet isolate 11566-BHL101516-GBD27144_22372-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAAATGTATAACACCCTAGTTACTGGACATGCATTCTTAATCATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCCGGTTTGGAAACTAACGAGTTCCATTAATACTAGGAGCCCCAGATATGGCATTCCCACGACTAA

ATAATTTAAAAATCTGACTACTACCACCATCTCTAATCTTGCTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 83.3% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11569 Oligochaeta sp. water mite diet isolate 11569-BHL101516-GBD19305_14728-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGAAGCAGGAACTAGGATATTAATTTGAATCGAATTATCACAACC

AGAGTCATTCTTAGGAAAAGATTAACTGTATAACACCATAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATCTATTGGCGGGTTTGGAAACTGTCTAGTTCCATTTATACTCGGAGCCCCAGATATGGCATTCCCACGACTAA

ATAATTTAAAATTCTGACAACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 82.7% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>RL11570 Oligochaeta sp. water mite diet isolate 11570-BHL101516-GBD28441_10251-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACCA

GGGTCATTCTTAGGAAAAGACCAACTTTATAATACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGTAATA

CCAGTATTAATTGGTGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGACTAAA

TAATATAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11571 Oligochaeta sp. water mite diet isolate 11571-BHL101516-GBD27124_11536-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTTATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTG

TAATACCAGTATTTATTGGAGGATTAGGAAACTGATTAGTACCCCTAATACTTGGAGCTCCAGATAAGGCTTTCCCCACG

ACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCATCTGCAGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11581 Oligochaeta sp. water mite diet isolate 11581-BHL101516-GBD17089_6858-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAGTCGAATTATCACAACC

AGGTTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTACT

ACCAGTATTTATTGTCGGGGTTGGAAACTGACTAGTTCCATTAATATTTGGAGCCCCAGATATGGCATTCCCACGACTAA

ATAATTTAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAGCA

GG

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11584 Oligochaeta sp. water mite diet isolate 11584-BHL101516-GBD17940_20103-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAACAGGAACTAGAATATTAACTTGAATCGAGTTATCACA

ACCAGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGAC

TAAATAATATAAAATTCTGACTACTACCACCATCTCTAACCTTACTAATGTCATCTGCAGTAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11586 Oligochaeta sp. water mite diet isolate 11586-BHL101516-GBD25202_19113-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGTACATTAATTTGAATCGAATTATCACAACCA

GGGTCATTCTTAGGAAAAGATCAACTGTATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGTAATA

CCAGTATTAATTGGCGGTTTTGGAAACTGACTTGTTCCATTAGTACTCGGAGCCCCAGATATGGCATTCCCACGACTAAA

TAATTTAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11589 Oligochaeta sp. water mite diet isolate 11589-BHL101516-GBD28344_15943-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAGTCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCGGGATTGTGAACTGACTAGTTCCATTAATATTCTGTGCCCCAGATATGGCATTCCCACGACTAA

ATAAATTAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11592 Oligochaeta sp. water mite diet isolate 11592-BHL101516-GBD20088_13824-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACCGGGTCTTG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTGCCCACGACTAAATAATTTAAGATTCAGACTACGACCACCATCTCTAATCTAACAAAAATCT

TCTGCAGCAGTAGAAAATGGAGCTG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11595 Oligochaeta sp. water mite diet isolate 11595-BHL101516-GBD23244_5369-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTTTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGAACTAGAATACTA

ATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAAATATATAACATCCTAGTTACTGCACATGCATT

TATAATAATTTTTTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGGAAACTGATTAGTCCCACTAATACTTGGAGCTC

CAGATATAGCTTTCCCACGACTAAATAATATAAGATTCTGACTACTACCACCATCTCTAACCTTACTAATTTCTTCTGCAG

CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11597 Oligochaeta sp. water mite diet isolate 11597-BHL101516-GBD20800_6737-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTTATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGTACTAGAATATTAATTTGAGTCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCGGTATTTATTGGAGGGTTTGGAAACTGACTAGTTCCATTAATACTAGGAGCCCCAGATATGGCATTCCCACGACTAA

ATAATTTAAAATTCTGACTACTACCACCATCTCTAACCTTACTAATGTCATCTACAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11600 Oligochaeta sp. water mite diet isolate 11600-BHL101516-GBD3902_17029-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACCA

GGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTAGTAATA

CCAGTATTAATTGGCGGGGTTGGAAACTGACTAGTACCACTAATATTCGGAGCCCCAGATATAGCTTTCCCACGACTAA

ATAATATAAAATTCTGACTACTACCACCATCTCTAACCTTACTAATGTCATGTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>RL11603 Oligochaeta sp. water mite diet isolate 11603-BHL101516-GBD10042_26251-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTTTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAATTAGAATATTAATTTGAATCGAATTATCAC

AACCAGGGTCATTCTTAGGAAAAGATCAACTGTGTAACACTCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTAATTGGAGGATTTGGAAACTGACTAGTTCCATTAATATTCGGAGCCCCAGATATGGCATTCCCACGA

CTAAATAATATAAAATTCTGACTACTACCACCATCTCTAAACTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.8% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11611 Oligochaeta sp. water mite diet isolate 11611-BHL101516-GBD24216_24112-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGCACAGGGACTAG

AATACTAATTCGAACTGAATTATAACAACCAGGATCACTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATAGCTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCCAATCTTACTAATATCTT

CCGCAGCAGTAGAAAATGAAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11612 Oligochaeta sp. water mite diet isolate 11612-BHL101516-GBD10178_10066-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAG

AATATTAATTTGAATCGAATTATCACAACCAGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGCGGGTTTGGTAACTGACTAGTTCCATTAATATTCGG

AGCCCCAGATATGGCATTCCCACGACTAAATGATATAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATATCATC

AACAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID HQ961513, identified in GenBank 

as Stylaria lacustris. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11616 Oligochaeta sp. water mite diet isolate 11616-BHL101516-GBD21053_14926-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTAGGAGTATAATCAGGAATAATTGGAGCTGGATCTAGAATATTAATTCGAATCGAATTATCACAACCA

GGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTTGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGTAATA

CCAGTATTAATTGGCGGGTTTGGAAACTGACTAGTACCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGAATAA

ATAATATAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11623 Oligochaeta sp. water mite diet isolate 11623-BHL101516-GBD12295_20708-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGCCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCCTTCTTAATAATTTTCTTTATAGTAAT

ACCAGTATTAATTGGAGGGTTTGGAAACTGACTAGTTCCACTAATACTCGGAGCCCCAGACATGGCATTCCCACGACTA

AATAATATAAAATTCTGACTACTACCACCATCTCTAACCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID KY633404, identified in GenBank as 

Slavina sp. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11628 Megascolecidae  sp. water mite diet isolate 11628-BHL101516-GBD8646_17487-Lq81 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCAATTTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGATCTAGAATATTAATTTGAATCGAATT

ATCACAACCAGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCATAGTTACTGCACATGCATTCTTAATAATTTTTTT

TCTCGTAATACCAGTATTTATTGGAGGTTTTGGAAACTGACTAGTTCCATTAATATTTGGAGCCCCAGATATGGCATTCCC

ACGAATAAATAATATAAAATTCTGACTACTACCACCATCTCTTACCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.1% 

identical to accession ID KF205971, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11630 Oligochaeta sp. water mite diet isolate 11630-BHL101516-GBD18435_23137-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAGGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCGGGTGTGGAAACTGACTAGTTCCATTAATACTCTGAGTCCCAGATATGGCATCCCCACGACTAA

ATAATTTAAAATTCTGACTACTACCACCATCTCTAAGCTTACGAAGGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 83.0% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11637 Oligochaeta sp. water mite diet isolate 11637-BHL101516-GBD14311_28098-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCAATTTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTA

ATTTGAATCGAATTATCACAACCAGGGTCATTCTTAGGAAATGATCAACTGTATAACACCATAGTTACTGCACATGCATT

CTTAATAATTTTCTTTCTTGTTATACCAGTTTTTATTGGCGGCTTTGGAAACTGACTAGTTCCATTAATACTAGGAGCCCCA

GATATGGCATTCCCACGACTAAATAATTTAAAATTCTGACTACTACCCCCATCTCTAACCCTACTAATGTCATCTGCAGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11638 Oligochaeta sp. water mite diet isolate 11638-BHL101516-GBD14245_16639-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAGTCGAATTATCACAACCA

GGGTCATTCTTAGGAAAAGATCAATTGTATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAGTATTTATTGGCGGGTGTGGAAACTGACTAGTTCCATTAATAATCGGAGCCCCAGATACGGCATTCCCACGACTAA

ATAATATAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGCCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11641 Oligochaeta sp. water mite diet isolate 11641-BHL101516-GBD28238_17953-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGTAAT

ACCAGTTCTTATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGGCTTTCCCACGACTAA

ATAATATAAAATTCTGACTACTACCACCATCTCTAACCTTACAAATGTCAACTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 83.0% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>RL11642 Oligochaeta sp. water mite diet isolate 11642-BHL101516-GBD9401_26041-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACCA

GGGACATTCTTAGGAAAAGATCAACTGTATAACACACTAGTTACTGCTCATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAGTATTAATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTAGGAGCCCCAGATATGGCCTTCCCACGACTAAA

TAATATAAAATTCTGACTACTACCACCATCTCTAACCTTACTAATGTCATCAGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11650 Oligochaeta sp. water mite diet isolate 11650-BHL101516-GBD22718_21013-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGATCTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTACAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTTGTAAT

ACCAATATTAATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCTGATATAGCATTCCCACGACTAA

ATAATATAAAATTCTGACTACTACCACCATCACTAACCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11652 Oligochaeta sp. water mite diet isolate 11652-BHL101516-GBD21635_18972-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGATTTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATCTAAGATTCAGACTACTACCACCCCCTCCAAACTAACAAAAATCT

TCTGCATCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID MG422806, identified in GenBank 

as Slavina appendiculata. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11656 Oligochaeta sp. water mite diet isolate 11656-BHL101516-GBD16445_16844-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCGGGGTTGGAAACTGACTAGTTCCATTAATACACGTAGCCCCAGAGATGGCATTCCCACAACTA

AATAATTTAAAAAACTGACTACTACCACCATCTCTAAACTGACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 82.7% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11657 Oligochaeta sp. water mite diet isolate 11657-BHL101516-GBD26153_21056-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGCGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGAGTAGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTGTCCCACG

ACAAAATAATTTAAGAGTCAGACTACTACCACCATCGCTAATCTTACTAATTGCTTCTGCAGCAGTATAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11659 Oligochaeta sp. water mite diet isolate 11659-BHL101516-GBD4384_19631-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAG

AATATTAATTTGAGTCGAATTATCACAACCAGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGCGGGTTTGGAAACTGAATACTTCCATTAATACTCG

GGGCACCAGATATAGCATTCCCACGACTAAATAATATAAAATTCTGACTACTACCACCATCACTAATCTTACTAATGTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11662 Oligochaeta sp. water mite diet isolate 11662-BHL101516-GBD23256_12335-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCAATTTATACTTCATTTTAGGAGCATAAGCAGGAATAATTGGAGCATGAACTAG

AATATTAATTTGAATCGAATTATCACAACCAGGGTCATTCTTAGGAAAAGATCAACTTTATAACACCCTTGTTACTGCACA

TGCATTTTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGCGGGTTTGGAAATTGACTAGTTCCATTAATACTCGGA

GCCCCAGATATGCCATTCCCACGACTAAATAATTTAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCT

GCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.0% 

identical to accession ID LN999371, identified in GenBank as 

Nais elinguis. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11664 Oligochaeta sp. water mite diet isolate 11664-BHL101516-GBD14634_19372-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCTGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTAATTGGCGGGTTTGGAAGCTGACTAGTTCCATTAATACTCGGTGCCCCAGATATGGCATTCCCACGACTAA

ATAATATAAAATTCTGACTACTACCACCATCTCTAAACTTACTAATGTCACCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 84.2% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11668 Oligochaeta sp. water mite diet isolate 11668-BHL101516-GBD16244_21133-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAATCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAGTCGAATTATCACAACCA

GGGTCATTCTTAGGAAAAGATCAACTGTATAACATCATAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGAATAAA

TAATATAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCAAGTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 83.2% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11673 Megascolecidae  sp. water mite diet isolate 11673-BHL101516-GBD19214_12345-Lq81 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATACTTTATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAG

AATATTAATTTGAATCGAATTATCACAACCAGGGTCATTCTTAGGAAAAGATCAACTGTATAACATCCTTGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGGTTTGGAAACTGACTAGTTCCATTAATACTCG

GAGCCCCAGATATAGCATTCCCACGACTAAATAATATAAAATTCTGACTACTACCACCATCACTAATCTTACTAATGTCAT

GTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.1% 

identical to accession ID F0017589, identified in GenBank as 

Amynthas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL11676 Oligochaeta sp. water mite diet isolate 11676-BHL101516-GBD19774_21800-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCAATTTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAG

AATATTAATTTGAATCGAATTATCACAACCAGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCAC

GTGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGCGGGTTTTGAAACTGATTAGGTCCATTAATATTCTG

AGTCCCAGATATGGCATTCCCACGACTAAATAATTTAAAATTCTGACTACTACCACCATCTCTAAACTTACTAATGTCATC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

#N/A

>RL11680 Oligochaeta sp. water mite diet isolate 11680-BHL101516-GBD7733_6383-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACCAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTCCTAGTAAT

ACCAGTATTTATTGGAGGGTTTGGAAACTGACTATTTCCATTAATATTCGGAGCCCCAGATATGGCATTCCCACGGCTAA

ATAATATAAAATTCTGACTACTACCACCATCTCTAACCTTATTAATGTCATCTGCAGTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID KY633404, identified in GenBank as 

Slavina sp. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11681 Oligochaeta sp. water mite diet isolate 11681-BHL101516-GBD16697_26087-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGCACTAGAATATTAATTTGAATCGAATTATCACAACCA

GGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTATAGTAATA

CCAGTATTAATTGGCGGATTTGGAAACTGACTAGTTCCATTAATATTCGGAGCCCCAGATATAGCATTCCCACGACTAAA

TAATATAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTACAACAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11683 Oligochaeta sp. water mite diet isolate 11683-BHL101516-GBD28260_20452-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTCGAATCGAATTATCACAACCA

GGATCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAGTATTTATTGGCGGATTTGGAAACTGACTAGTACCAGTAATAATCGGAGCCCCAGATATGGCATTCCCACGACTAA

ATAATTTAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTATAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11686 Oligochaeta sp. water mite diet isolate 11686-BHL101516-GBD29076_15980-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATATTTGGAGCAGGAACTAGAATATTAATTTGAATCGATTTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGCATTTATTGGCGGGTTTGGAAACTGACTAGTTCCAGTAATACTCGGAGCCCCAGATATGGCATTCCCACGACTA

AATAATTTAAAATTCTGACTACTACCACCAACTCTAGTCTTACTAAAGTCATCTGCAGCAGTAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 83.5% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11687 Oligochaeta sp. water mite diet isolate 11687-BHL101516-GBD16640_14613-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACCA

GGGTCACTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCGCTAATACTTGGAGCCCCAGATATGGCATTCCCACGACTAAA

TAATTTAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11688 Oligochaeta sp. water mite diet isolate 11688-BHL101516-GBD10014_14318-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCAGGTTTGGAAACTGACTAGTTCCATTAATACTCTGAGCCCCAGATATGGCATTCCCACGACTAT

ATAATATAAAATACTGACTACGACCACCATCTCTAAACTGACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 83.0% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11692 Nais sp. water mite diet isolate 11692-BHL101516-GBD27637_12242-Lq81 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TACACTTTATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCAC

AACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTATTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAG

TAATACCTGTATTTATTGGAGGATTTGGAAACAGATTACTTCCACTAATACTAGGTGCTGGTGATATAGCATTCCCCCGA

TAAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTGCTTCTACAGCCCTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID LN810267, identified in GenBank as 

Nais bretscheri. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11693 Oligochaeta sp. water mite diet isolate 11693-BHL101516-GBD22178_16085-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAACAGGGACTAGAATATTAATTTGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAGTATTTATTGGAGGGTTTGGAAACTGATTAGTTCCATTAATACTCGGAGACCCAGATATGGCATTCCCACGACTAAA

TAATTTAAAATTCTGACTACTACCACCATCTCTAAGCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 85.4% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL1170 Chironomidae sp.  water mite diet isolate 1170-BHL110116-GBD8775_19617-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGATCCGGAATAGTAGGCACTTCTTTAAGAATTCTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAAAAGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAAAATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTAATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL11701 Oligochaeta sp. water mite diet isolate 11701-BHL101516-GBD26888_12926-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTAGCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTTATAATTTTTTTTCTAGTAAT

ACCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTTCCCTTAATACTTGGAGCCCCAGACATGGCATTCCCACGACTAA

ATAATTTAAAATTCTGACTACTACCCCCATCTCTAACCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11702 Oligochaeta sp. water mite diet isolate 11702-BHL101516-GBD21411_27582-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGTAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCTCATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGGTTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAAAAATATAAGATTCTGACTACTACCGCCATCTCTAAACTAACAAATGTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11704 Oligochaeta sp. water mite diet isolate 11704-BHL101516-GBD27482_14916-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATACTTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGCTCATTCTTAGGAAGAGATCAACTGTATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCGGATTTGGAAACTGACTAGTTCCATTAATACTTGGAGCCCCAGGTATGGCATTCCCACGACTAA

ATAATTTAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 85.4% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11705 Oligochaeta sp. water mite diet isolate 11705-BHL101516-GBD14330_27419-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAATCTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATACTAATTCGAGTCGAATTATCAC

AACCAGGCTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11707 Oligochaeta sp. water mite diet isolate 11707-BHL101516-GBD2193_15028-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTAGGAGTATAAGCAGGAATAATTGGAACAGGAACTAGAATATTAATTTGAATCGAATTATCACAACCA

GGGTCATTCTTAGGAAAAGATCAAATGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTATAGTAATA

CCAGTACTAATTGGCGGGTTTGGAAATTGATTAGTTCCATTAATATTCGGAGCCCCAGATATGGCATTCCCACGACTAAA

TAATATAAAATTCTGACTACTACCACCATCTCTAACCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11708 Oligochaeta sp. water mite diet isolate 11708-BHL101516-GBD13646_2909-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTCGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTTTTTATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATAATCGGAGCCCCAGATATGGCATTCCCTCGACTAA

ATAATTTAAAATTCTGACTACTACCCCCATCTCTAATCTTTCTAATTTCATCTGCTGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11710 Oligochaeta sp. water mite diet isolate 11710-BHL101516-GBD21714_19326-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAAGCGGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACCA

GGGTCATTCTTAGGAAAAGATCAACTTTATAACACACTAGTTACTGCACATGCATTCTTGATAATTTTCTTTCTTGTAATA

CCAGTATTAATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGAATAAA

TAATATAAAATTCTGACTACTACCACCATCTCTAACCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11713 Oligochaeta sp. water mite diet isolate 11713-BHL101516-GBD17185_26873-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAATCAGGAATAATTGGAGCAGGAACTAGAATATTAATTCGAATCGAATTATCACAACCA

GGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAATATTAATTGGAGGGTTTGGAAACTGATTAGTTCCATTAATAATCGGAGCCCCAGATATAGCATTCCCACGACTAAA

TAATATAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 85.1% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11715 Oligochaeta sp. water mite diet isolate 11715-BHL101516-GBD19656_14141-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACCA

GGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCCTTCTTAATAATTTTCTTTCTTGTAATA

CCAGTATTTATTGGCGGGTTTGGAAATTGACGAGTTCCATTAATACTAGGAGCCCCAGATATGGCATTCCCACGACTAAA

TAATATAAAATTCTGACTACTACCACCATCTCTAATCGTACTAAGGTCAACTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11716 Oligochaeta sp. water mite diet isolate 11716-BHL101516-GBD21546_27553-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGGGCAGGAATTAGAATATTAATTTGAATCGAATTATCACAACCA

GGGTCATTCTTAGGAAAAGATCAACTGTATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCTAGTAATA

CCAGTATTTATTGGAGGGTTTGGAAACTGATTAGTTCCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGACTAAA

TAATATAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTACAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>RL11719 Nais barbata water mite diet isolate 11719-BHL101516-GBD5564_6810-Lq81 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGTAGTATGATCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTTAACTCTCACA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGGAACAGCACATGCATTCTTAATAATTTTCTTCTTAGT

AATACCTGTATTTATTGGAGGCTTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGATT

AAATAATCTAAGATGTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11721 Oligochaeta sp. water mite diet isolate 11721-BHL101516-GBD22264_9791-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCAATTTATACTTTATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGATCTAG

AATATTAATTTGAATCGAATTATCCCAACCAGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGCGGGTTTGGAAACTGATTAGTTCCATTAATATTTGG

TGCCCCAGATATGGCATTCCCACGACTAAATAATTTAAAATTCTGACTACTACCACCATCTCTAACCTTACTAATATCATC

TGCAGCAGTAGAAAATGGAGCTGGAACAGG

#N/A

>RL11722 Oligochaeta sp. water mite diet isolate 11722-BHL101516-GBD18271_27642-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGACATTCCCACGACTAA

ATAATTTAAAATTCTGACTACTACCACCAGCTCTAAACCTACAAATGGCATCTGCAGCAGTAGAAAATGGAGCTGAAACA

G

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11723 Oligochaeta sp. water mite diet isolate 11723-BHL101516-GBD22105_5289-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAGTTGGATTATCACAACC

AGGGTCATTCTTTGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATGTTCTTTCATGTAAT

ACCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTGCCATTAATACCCGGAGCCCCAGATATGGCATTCCCACGACTA

AATAATTTAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 83.6% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11725 Oligochaeta sp. water mite diet isolate 11725-BHL101516-GBD13285_2056-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTCGAATCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCGGGTTTTGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGACTAA

ATAATTTAAAATTCTGACTACGACCACCATCACTAAACTGACGAATGGCATCTGCAGCAGGAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11728 Oligochaeta sp. water mite diet isolate 11728-BHL101516-GBD11050_25973-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATAATCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAATCGAATTATCACAACCA

GGATCATTCTTAGGAAAAGATCAACTGTATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTTTTTATTGTAATA

CCAGTATTAATTGGTGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCACCAGATATGGCATTCCCACGACTAAA

TAATTTAAAATTCTGACTACTACCCCCATCTCTAATCTTACTAATGTCATATGCAGCAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11735 Oligochaeta sp. water mite diet isolate 11735-BHL101516-GBD7169_21097-Lq81 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTAGGAGTATAAGCAGGAATAATTGGAACCGGAATTAGAATATTAATTTGAATCGAATTATCACGACCA

GGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAATA

CCAGTATTAATTGGCGGGTTTGGAAACTGACTAGTACCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGACTAA

ATAATTTAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11736 Oligochaeta sp. water mite diet isolate 11736-BHL101516-GBD14720_26962-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCCTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11737 Cricotopus sp.  water mite diet isolate 11737-BHL101516-GBD18037_22251-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTCCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAAAGTTAGGGGCCCCTGATATAGCTTTCCCCCGA

ATAAATAAAATAAGTTTTTTGATTATTACCCCCTTCCCTCACCTTACTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11738 Cricotopus sp.  water mite diet isolate 11738-BHL101516-GBD12851_27015-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGGGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTCGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCG

AATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGTTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL11740 Lebertia sp. water mite diet isolate 11740-BHL101516-GBD12845_28915-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATTCGTTTAGAATTAGGA

CGACCAGGAACTCTCCTAGGAAGAGACTAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAAATTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTCGGAAATTGAATAGTTCCATTGATGATTAGAGCTCCAGATATAGCATCTCCCCC

AATAAACAATATAAGATTTTGACTTTTTACCCCCCTCTTTAACTCTTCTACTATCTAGTTCATTCACAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG811666, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL11744 Cricotopus sp. water mite diet isolate 11744-BHL101516-GBD22214_22572-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTTAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGACCAAAATTATAACGTTATTGTTGCAGCTCATGATTTTATAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAAGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGATTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCCTTCCCTCACCTTACTTCGTTCAAGTTTAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11746 Cricotopus sp.  water mite diet isolate 11746-BHL101516-GBD24173_10563-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCATTGAGAATCTTAATTCGAGCTGAATTAGGA

CATGCCGGATCATTAATTGGAGATGATTAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTATTACCCCCTTCTCTCACCCTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1175 Chironomidae sp.  water mite diet isolate 1175-BHL110116-GBD15466_16137-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTGCTTTAAGCATTTTAATTCGACTAGAATTAGGACACC

CAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAA

ATAAGAGAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTAATCAAGAGCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11761 Cricotopus sp.  water mite diet isolate 11761-BHL101516-GBD21335_27430-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCTTTAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGTCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACCTAACTACTATCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11763 Oligochaeta sp. water mite diet isolate 11763-BHL101516-GBD5265_12592-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGGACTAGAATACTAATTCGAATTGAATTATCA

CAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTT

GTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11766 Pleuroxus sp.  water mite diet isolate 11766-BHL101516-GBD28322_16599-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTGTATTTTTTATTTGGAATTTGAGCGGGGATAGTAGGAACTGCTTTAAGTTTATTGATTCGAGCTGAGTTAGCTG

AAAGCGGATCTGTTATTGGGGATGATCAAATTTATAACGGAATTGTTACAGCCCATGCGTTTGTTATGATTTTTTTTTATA

GTTATGCCTATTATAATTGGAGGGTTTGGTAATTGATTGGTACCTTTAATATTAGGAGCTCCCGATATGGCTTTCCCTCGA

CTTAATAATTTGAGTTTTTGATTATTACCTCCGGCTCTTACTCTTCTTTTAGCAGGAGGAGCCGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID MG449534, identified in GenBank 

as Pleuroxus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11767 Cricotopus sp.  water mite diet isolate 11767-BHL101516-GBD12897_27355-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATATTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCTAATCATTAATTGGAGATGATCAAATTTATCACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGTGGATCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1177 Chironomidae sp.  water mite diet isolate 1177-BHL110116-GBD12254_16151-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCTTGATCGGGAATAGTCGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCACATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGTGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11776 Oligochaeta sp. water mite diet isolate 11776-BHL101516-GBD27092_13721-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTAACACTAATACTTGGAGCTCCAGATATGACTTGCCCACGA

CTAAATAATTTAAGAGTCTGACTACTACCACCATCTCGAATCTAACTAATTTCTGCAGCAGCAGTATAAAAGGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL11778 Cricotopus sp.  water mite diet isolate 11778-BHL101516-GBD4890_12637-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGGGCTTGCTCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCA

TGCCGGATCATTAATTGGAGATGATCAAAATTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTGCCCTCGAAT

AAATAATATAAGTTTTTGATTATAACCCCCTTCGCTCACCTTACTTCTTTCAAGTACAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11801 Cricotopus sp. water mite diet isolate 11801-BHL101516-GBD21075_3169-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTTATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGGTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTTCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATAATTACCCCCTTCTCACACCTTACTACATACAAGTGCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11804 Cricotopus sp.  water mite diet isolate 11804-BHL101516-GBD28967_14580-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATCGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTTTGCCTCGAA

TAAATAATATAAGTTTTTGATTATAACCCCCTTCTCTCACCTTACTGCTTTCAAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11811 Cricotopus sp.  water mite diet isolate 11811-BHL101516-GBD29560_14358-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTCCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTCTTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTATGGTCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTCCCCCCTTCTCTAACCTAACTTCTTTCAAGTTCAATTGTTGAAAATGGCGCTGGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11817 Cricotopus sp. water mite diet isolate 11817-BHL101516-GBD11694_5774-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTCCCTTGAGACTCTTAATTCGAGCTGAATTAGGT

CATGCCGGATAATTAATTGGAGATGACCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

TTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGTCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGGGTTTGATTATTACCCCCTTCTCTCACCTTACCTCTTTCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11818 Cricotopus sp.  water mite diet isolate 11818-BHL101516-GBD17244_18270-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGTGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATTATTAATTGGTGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGTGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCTCTCACCTAACTTCGTGCAAGATCAATTGTTGAAAAGGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1182 Chironomidae sp.  water mite diet isolate 1182-BHL110116-GBD17771_2746-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGTCTCATTAATCGGAGACGATCTAATATAGAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTAACTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCCATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11820 Cricotopus sp.  water mite diet isolate 11820-BHL101516-GBD6348_8615-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTCTTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTAAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGAGTTGGAAACTGATTAGTTCCTTTAATGTTCTGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTGACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11846 Chironomidae sp. water mite diet isolate 11846-BHL101516-GBD27320_14516-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACAACCA

GGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTTTTTCATAGTTAT

ACCTATTTTAATAGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATAAA

TAATATAAGTGTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11850 Oligochaeta sp. water mite diet isolate 11850-BHL101516-GBD25619_22845-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACTCTAGTTACTGCATATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTGGTACCACTAATACTTGGAGCTCCAGATAAGGCTTTCCCACGA

CAAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATAACTTCTGCATCAGTATAAGATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL11855 Chironomidae sp. water mite diet isolate 11855-BHL101516-GBD3930_18141-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGAAGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCACG

AATAAATAATATAAGATTTTGACTGTTGCCCCCATCATTAACTTTATTGTTATCTAGTACAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11861 Cricotopus sp.  water mite diet isolate 11861-BHL101516-GBD25283_9697-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGATTTCCTTGAGAATCTTAATTCGAGCGGAATTAGGT

CATGCCGTATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGCAGACTAATTAGTTCCTTTAATGTTAGGGACTCCTGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11862 Cricotopus sp.  water mite diet isolate 11862-BHL101516-GBD5304_19424-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAAGCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTACTCTCACCTAACTTCAATCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11883 Cricotopus sp. water mite diet isolate 11883-BHL101516-GBD13168_17730-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGATATGATCAAATTTATAACGTTATTGTTACAGCTCATACTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGTGATCCTGATATAGCATTCACTCGAA

TAAATAATATAAGTTTATGATTATTAACCCCCTGCTCTCACCTTACTTCATTCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11886 Oligochaeta sp. water mite diet isolate 11886-BHL101516-GBD26805_23000-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTACTGGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCCCCCACTCCAACCTAACTAAAATCTTCTGCAGCAGTAGAAAATGGCGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL11887 Oligochaeta sp. water mite diet isolate 11887-BHL101516-GBD21290_27533-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGGAACTAGAATATTAATTTGAGTCGAATTATCACAACC

AGGGTCATTCTTAGGAAAAGATCAACTGTATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTCGTAAT

ACCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATACTCGGAGCCCCAGATATGGCATTCCCACGACTAA

ATAATATAAAATTCTGACTACTACCACCATCTCTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL1189 Chironomidae sp.  water mite diet isolate 1189-BHL110116-GBD28572_14568-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTCGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGTTCAAATTTATAACGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTATTACCTTTGAAATTAGGGGCTCCTGATATAGCTTTTCCGCGAAA

AAATAAAATAAGATTTTGAATATTACCCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11900 Oligochaeta sp. water mite diet isolate 11900-BHL101516-GBD16437_7703-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTAATTTTAGGAGTATAAGCAGGAATAATTGGAGCAGCAACTAGAATATTAATTTGAATCGAATTATCACAACC

AGGCTCATTCTTAGGAAAAGATCAACTGAATAACACACTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGTAAT

ACCAGTATTTATTGGCGGGTTTGGAAACTGACTAGTTCCATTAATATTAGGAGTCCCAGATATGGCATTCCCACGACTAA

ATAATTTAAAATTCTGACTACTACCACCATCACTAATCTTACTAATGTCATCTGCAGCAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID LN810254, identified in GenBank as 

Piguetiella blanci. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL11905 Cricotopus sp.  water mite diet isolate 11905-BHL101516-GBD2081_17778-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTAAAACGTTATTGTTACAGATCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGACTCCTGATATAGCTTGCCCTCGA

ATAAATAATATAAGTTATTGATCATTACCACCTTCTCTCACCTTACATCATTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11911 Oligochaeta sp. water mite diet isolate 11911-BHL101516-GBD4505_16650-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTACTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACCAAATAATCTAAGATTCAGACCACGACCACCATCTCCAATATAACAAAAATCT

TCTGCAGCAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 84.6% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.



>RL11975 Cricotopus sp. water mite diet isolate 11975-BHL101516-GBD21400_23245-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCATGAATAGTAGGTACTTCCTTGTGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTACTCTAACCTAACCACTTGCAAGTACAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1198 Chironomidae sp.  water mite diet isolate 1198-BHL110116-GBD26848_16612-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGTACTTCTTTATGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGAGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTATAAAATGGAGCTGAAGC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL11999 Cricotopus sp.  water mite diet isolate 11999-BHL101516-GBD8143_15054-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGTTCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTAATTAGTTCCTTTAATGTTAGGGGCTCCTGATAGAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTACCCCCTGCTCTCACCTTACTTCTTTCAAGTGCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12018 Cricotopus sp. water mite diet isolate 12018-BHL101516-GBD28966_12319-Lq82 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTACTTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTCGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTGTGATCATTACCCCCTTCGCTCACCTAACATCAAGCAAGTTCAATAGTTGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12039 Chironomus sp. water mite diet isolate 12039-BHL040517-GBD4215_15758-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACACTATACTTTATTTTTGGTCCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATCACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCTTTTAATATTTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL12040 Phaenopsectra sp.  water mite diet isolate 12040-BHL040517-GBD17100_7762-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCCTCTCTTACTCGTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12041 Chironomus riparius water mite diet isolate 12041-BHL040517-GBD21793_20932-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCATTGGAGGTGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTAGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGTTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12042 Chironomus sp. water mite diet isolate 12042-BHL040517-GBD17238_23764-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATT

AGGTCACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTT

TATAGTAATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATAATTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12044 Chironomus sp. water mite diet isolate 12044-BHL040517-GBD10051_12899-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGAAGACCCGGGACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCCTAATTCTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12046 Chironominae sp.  water mite diet isolate 12046-BHL040517-GBD10479_15350-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTAGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AGATAATATAAGATTTTGATTATTACCACCATCTCTTACATTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12047 Chironomus sp. water mite diet isolate 12047-BHL040517-GBD12604_8302-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGCTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12048 Chironominae sp.  water mite diet isolate 12048-BHL040517-GBD16198_12104-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGTCGGACTTGGCCAT

CCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCACGCATTTATTATAATTTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12051 Phaenopsectra sp.  water mite diet isolate 12051-BHL040517-GBD23752_14539-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATAAAGCATTTCCTCGGAT

AAAAAATATAAGTATTTGACTTTTACCCCCCTTCTTTAACTTTACTTCTTTCTACTACAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12053 Chironomus sp. water mite diet isolate 12053-BHL040517-GBD15239_5482-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGAGCCGAAATAGTGGGAACTTCATTAAGAATGCTTATGCGAGCAGAAT

TAGGACGATCCGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACATGTCCCCCTAATACTTGGAACACCTGATATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12055 Phaenopsectra sp. water mite diet isolate 12055-BHL040517-GBD5856_19047-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATTAGGACGACCC

GGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGTAATA

CCTATTTTAATTGGGGGATTTGGTAATTGGTTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAAAT

AATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID KR274695, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12057 Oligochaeta sp. water mite diet isolate 12057-BHL040517-GBD25313_7665-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGGGAGAGATCAACTATATAATACTCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGC-

TTTCCTACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12058 Chironomus sp. water mite diet isolate 12058-BHL040517-GBD27961_10108-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAACTGAATTA

GGTCACCCAGGAACTTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACACCCCTCTCATGCTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12061 Oligochaeta sp. water mite diet isolate 12061-BHL040517-GBD19681_26852-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAACTGGAACAGGAACTAGAATATTA

ATTCGGATTAAATTATCTCAACCAGGATCATTACTATGGAAGAGATCAACTAGATAATACTCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCGTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12063 Chironomus sp. water mite diet isolate 12063-BHL040517-GBD20151_8827-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAAACTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACATTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KC750313, identified in GenBank as 

Chironomus nepeanensis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL12065 Chironomus sp. water mite diet isolate 12065-BHL040517-GBD27330_16804-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTATTTAAGTATATTAATTCGAGCTGAATTA

GGTCACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTCTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAACACCAGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12066 Cricotopus sp.  water mite diet isolate 12066-BHL040517-GBD21524_16189-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGTACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTCTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12067 Chironomus sp. water mite diet isolate 12067-BHL040517-GBD13973_12701-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACGTTATACTTTATTCTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTTC

CTCGAATAAATAATAAAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTGCTACTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12068 Phaenopsectra sp. water mite diet isolate 12068-BHL040517-GBD14320_11225-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTCTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AGATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1207 Chironomidae sp. water mite diet isolate 1207-BHL110116-GBD28187_11241-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATCATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

GGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTTATGTTAGGGGCTCCTGATTTAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGAACGATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12072 Oligochaeta sp. water mite diet isolate 12072-BHL040517-GBD14009_10259-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACCTAATCTTAGGAGTTTGAGCTGGAAATAATTGGAACAGGAACTAGAATATT

AATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTTTCTGGGTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTGTACCTCTAATACTTGGAGCAC

CAGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTAGTAGTTGCTTCTGCTG

CCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12073 Chydorus sp. water mite diet isolate 12073-BHL040517-GBD13737_24214-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTAATTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAACGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGGTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCGTTCCCTCGT

CTTAATAAATTAAGTTTCTGGCGTCTTCCCCCAGCTTTAACCCTTCTTTTAGAAGGGAGGGGGCAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12074 Phaenopsectra sp. water mite diet isolate 12074-BHL040517-GBD4063_18566-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTTGGTACTTCTTTAAGTATGCTAATTCGAGCAGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATA

AATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTGTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR274695, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12075 Oligochaeta sp. water mite diet isolate 12075-BHL040517-GBD16760_5797-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAGTCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATAAAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTTGTTATACCATTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCCCCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGCGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12076 Chironomus sp. water mite diet isolate 12076-BHL040517-GBD27616_16925-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTT

GGACGACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTAACTAGT-

CCCTTTATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCCTTACTTAC

TCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12078 Phaenopsectra sp. water mite diet isolate 12078-BHL040517-GBD5283_21744-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATAAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCAC

CCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGGGCCCCTGATATAGCATTTCCTCGAATAA

ATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR769945, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12079 Chironomus sp. water mite diet isolate 12079-BHL040517-GBD7315_16703-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAGCTTCCCTTAGATTATTTATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTTGGTGATGACCAAATTTATAATGTATTAGTTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGATCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACTCTACTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL1208 Paratanytarsus sp. water mite diet isolate 1208-BHL110116-GBD16708_7240-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATGCAGG

CTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTGTAGTTATACC

TATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAATAA

TATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12080 Chironomus sp. water mite diet isolate 12080-BHL040517-GBD24983_17920-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGAAAACTAACTTGT-

CCCATAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTATCTAACT

CTACTAATTTCTAGTTCATTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12081 Chironominae sp. water mite diet isolate 12081-BHL040517-GBD25256_5984-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTCATAGT

TATACCAATTTTAATTGTGGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCCTCGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAATA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12083 Chironomus sp. water mite diet isolate 12083-BHL040517-GBD29111_15313-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTCGGACGACCTGGATCTTTTATTGGTTATGACCAAATTTATAATGTAGTTGTTACAGCTCACGCATTTATTATAATT

TTTTTTTATAGTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGC

ATTTCCTCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTAACTTTACTTCTTTCTAGTTCAATCGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL12085 Chironomidae sp.  water mite diet isolate 12085-BHL040517-GBD21425_25842-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTTATTCGACTCGAATTAGGACA

CCCAGGCTCATTAATCGGAGAAGAACAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCGTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12086 Chironominae sp. water mite diet isolate 12086-BHL040517-GBD20246_15945-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12087 Chironominae sp.  water mite diet isolate 12087-BHL040517-GBD21521_19523-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAACAATATAAGTTTTTGATTACCTCCTCCATCTCTAACACTACTTCTTTCAAGTACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12088 Chironomus sp. water mite diet isolate 12088-BHL040517-GBD22518_14953-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGAGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGCCCCCCTAATACTTGGAGCACCTGACATAGCTTCTC

CTCGAATAAATAATATAAGCTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12092 Chironomus sp. water mite diet isolate 12092-BHL040517-GBD20373_8490-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTTGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAAT

GGAGCTGGAACTGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>RL12093 Chironomus sp. water mite diet isolate 12093-BHL040517-GBD8111_23015-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGC

AGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAA

TTTTTTTTCATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATG

GCCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL12094 Oligochaeta sp. water mite diet isolate 12094-BHL040517-GBD3151_16979-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATCGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCCTTCCCACGATTTAACCATTTAAGATTCTGACTACTACCACCTTCCCTAATCCTATTAGTTTCTTCTGCCGCC

GTAGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12099 Phaenopsectra sp. water mite diet isolate 12099-BHL040517-GBD3552_13420-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTGTAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGATCTTGGACGA

CTTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATA

AATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR274695, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12100 Chironomus sp. water mite diet isolate 12100-BHL040517-GBD19449_17936-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGCTATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTACTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAATTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTTTCCTCGAATAAATAATATAAGCTGCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL12112 Chironomus sp. water mite diet isolate 12112-BHL040517-GBD11982_17182-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTAGAGCTTGATCAGGAATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTTAATGCTTGGAGCATATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTATTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12116 Oligochaeta sp. water mite diet isolate 12116-BHL040517-GBD16896_20122-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGATTAAACCAGTATTTATTGGGGGAGTTGAAAATTGACTTCTACCTCTAATACTTGGAGCATC

AGATATAGCTTTCCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12117 Chironomus riparius water mite diet isolate 12117-BHL040517-GBD19352_27814-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGAGGCTTCATCCGGAATATTGGGAACTTCATTAAGAATGCTTATTCGAGCATAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATTCTTGGAGCACATGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTGTCTAGTTCTTGCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12122 Chironominae sp.  water mite diet isolate 12122-BHL040517-GBD16417_5250-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTAATCAGGAATGGTAGGAACTTCTTCAAGGATATTAATTCGAGCCGAACTTGGCC

ATCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12128 Chironomus sp. water mite diet isolate 12128-BHL040517-GBD19172_11638-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTA

GGTCACCCAGGAACTTTAATTGGAGATGATCAAATTTAAAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATACAAGTTTCTGACTTTGACCCCCCTCTCTTACGCGTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12129 Chironomidae sp. water mite diet isolate 12129-BHL040517-GBD11780_19114-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAAGAACAAGACTATTAATTCGTATTGAATTAACCCA

TCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGTTATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1213 Chironomidae sp.  water mite diet isolate 1213-BHL110116-GBD27173_11266-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTGCTTTAAGAATTTTAATTCGACTAGATTTAGGATA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACGCCCTTCATTAACCTTTCATTAATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12131 Chironomus sp. water mite diet isolate 12131-BHL040517-GBD9942_20697-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCATTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTGTCAAGTTCAATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12134 Oligochaeta sp. water mite diet isolate 12134-BHL040517-GBD22933_23760-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAATTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAAATTATATCAACCAGGATCATTCCTAGGAAGAGATCAACTTTTTAATACTCTAGTAACTGCACATGCTTT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGACTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12135 Phaenopsectra sp. water mite diet isolate 12135-BHL040517-GBD11739_25220-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACTCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATATGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12137 Chironominae sp. water mite diet isolate 12137-BHL040517-GBD27540_12920-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGAAGCTTGACCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCAT

CCAGGTACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12139 Chironominae sp.  water mite diet isolate 12139-BHL040517-GBD23615_26607-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTTGGAACTTGGTCAGGAATGGTGGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCC

ATCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTATTTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCCTTTCCTCGAAT

AAACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1214 Oligochaeta sp. water mite diet isolate 1214-BHL110116-GBD15765_6012-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACGAGAATACTAATTCGAATTGAATTATAA

CAACCAGTATCATTCTAAGTAAGAGATCATCTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTACAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12143 Chironomus sp. water mite diet isolate 12143-BHL040517-GBD17356_28909-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

TCATAGTTAGACCAATTTTATTTGGAGGATTCGGAAACTGACTTTTCCCCCTAATGTTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12148 Chironomus sp. water mite diet isolate 12148-BHL040517-GBD24295_20371-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGG-

AACTGACTTGTCCCCCTAATGCTTGGAACACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCC

CCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12149 Oligochaeta sp. water mite diet isolate 12149-BHL040517-GBD12435_15255-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATCATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTATGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAACCCTATAAGAATCTTCTGCTGCC

GTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 85.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL1215 Chironomidae sp.  water mite diet isolate 1215-BHL110116-GBD26957_16894-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCGCATTAATCGGAGGTGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTGATATTAGGGCATCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12160 Chironomidae sp. water mite diet isolate 12160-BHL040517-GBD16869_11523-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCAC

CCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCTTA

ATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAAC---CCTTCTTT-TAGTGGGGGGGGGCA---

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.8% 

identical to accession ID KR769945, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12162 Phaenopsectra sp. water mite diet isolate 12162-BHL040517-GBD27139_17794-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATTTTAATTCGAGCAGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGGTTTGGTAATTGATTAGTACCTCTAATATTGGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTTCCCCCGTCTTTAACTTTACTACTATCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12163 Chironomus sp. water mite diet isolate 12163-BHL040517-GBD9428_20258-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACCCTATACTTTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTAACATGT-

CCCATAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTC

TTCTTCTTTCTAGTTCTTTCATAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12168 Chironominae sp. water mite diet isolate 12168-BHL040517-GBD26348_23409-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAAGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATACTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAACAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1217 Chironomidae sp.  water mite diet isolate 1217-BHL110116-GBD21743_21613-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGTTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

AACAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCCATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATAAGGGGCTCCTGATATAGCTTTCCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12171 Chironomus sp. water mite diet isolate 12171-BHL040517-GBD26701_23039-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGTACTTTCATTGGAGATGACAAAATTTATAATGTTGAAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGCATTCGGAAACTTTCTTGTCCCCCTAATGCTTGGATCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTATCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12181 Chironomidae sp. water mite diet isolate 12181-BHL040517-GBD24338_11106-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATT

ATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12183 Chironomidae sp. water mite diet isolate 12183-BHL040517-GBD6376_13530-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCAC

CCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGTA

ATACCAGTTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTA

AATAATATAAGATTTTGACTATTACCCCC------ATCACTAATTCTAT-

TAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID KR769945, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12184 Chironominae sp. water mite diet isolate 12184-BHL040517-GBD23546_15511-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGGAT

ATCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12185 Chironomidae sp.  water mite diet isolate 12185-BHL040517-GBD23627_4541-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGACCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGTCGAACTTGGCCAT

CCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AACAATAAAAGTTTTTGATTTCTTCCTCCATCTCTAACTCTTCTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ166684, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12186 Chydorus sp. water mite diet isolate 12186-BHL040517-GBD22933_6642-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATAAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12188 Chironomidae sp.  water mite diet isolate 12188-BHL040517-GBD4998_20214-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAGTCGGGACTTCTCTAAGAATGCTTACTCAAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGC-

TTTATTATAATTTTTTTTTATAGTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCC

CCAGACATAGCTTTTCCCCCGTATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCA

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12194 Phaenopsectra sp. water mite diet isolate 12194-BHL040517-GBD27698_12003-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTAGTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGT

CACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCCACG

ACTTAACAATTTAAGATTCTGACTACTACCACCTACACTAATCCAATTAGTTTCTTCTGCTGC---

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12200 Oligochaeta sp. water mite diet isolate 12200-BHL040517-GBD23332_24006-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAAATTATCTCAACCAGGATCATTCCTAGGAAGAGTTCAACTTTATAATACTCTAGTAACTGCACAGGCAT

TCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCCTCACTAAACCTATTAGTTTCTTCTGGGGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12201 Phaenopsectra sp. water mite diet isolate 12201-BHL040517-GBD16110_13472-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCACC

CAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCACTAATATTAGGAGCCCCTGATATAGCATTTCCACGAATAA

ATAATATAAGTTTTTGACTATTACCACCATCTCTAACTTTACTTCTTTCAAGAACAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12202 Polypedilum sp. water mite diet isolate 12202-BHL040517-GBD14321_13584-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGCTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID MG449714, identified in GenBank 

as Polypedilum sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12209 Phaenopsectra sp.  water mite diet isolate 12209-BHL040517-GBD23497_23812-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCACC

CAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTCATAGTAA

TACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCACCTGATATAGCATTTCCCCGAATAA

ATAATATAAGTTTTTGACTTTTACCCCCTTCTTTAACCGTACTTCTTTCAAGTACAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12210 Chironomus sp. water mite diet isolate 12210-BHL040517-GBD22090_27588-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCTGAATT

AGGACGACCCGGGACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGATTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CACGAATAAATAATATAAGTTTCTGACTGTTACCCCCCTTCTCTAACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12212 Chironomus sp. water mite diet isolate 12212-BHL040517-GBD13253_24058-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAGGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

AAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATT

TTTTTTTATAGTTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGC

TTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAAT

GGGGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>RL12213 Chironomus riparius water mite diet isolate 12213-BHL040517-GBD24199_22520-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGTTCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGTACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTACTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTACTTTCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12217 Chironomidae sp. water mite diet isolate 12217-BHL040517-GBD19868_7999-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTTTTAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTCGGAAACTAACTTGTCCCA-

TAATACTTGGAGGACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCT

TCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12219 Oligochaeta sp. water mite diet isolate 12219-BHL040517-GBD21512_11110-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTAGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTATCTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTTGGAAATTGACTTTTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACATTATAAGATTCTGACTACTACCCCCTTCATTAACCCTATTAGTTTCTTCTGCAGCCG

TAGAAAATGGAGCTAGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12221 Chironomus sp. water mite diet isolate 12221-BHL040517-GBD26744_15814-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTC

CCCGAAAAAAAAAAATAAGCTTCTGAATTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12228 Phaenopsectra sp. water mite diet isolate 12228-BHL040517-GBD28206_9485-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTAGGGAGCATGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGT

CACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGA

ATAAATAATATAAGATTTTGACTATTACCCCC------ATCACTAATTCTAT-

TAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12230 Phaenopsectra sp. water mite diet isolate 12230-BHL040517-GBD14923_17700-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAACTCGGCC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGGTTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCATTAACTTTACTACTATCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12239 Chironomidae sp. water mite diet isolate 12239-BHL040517-GBD28939_15856-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACGTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGA

ATGCCTGTTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTAACTGCTCA

TGCATTTATTATAATTTTTTTTTATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTATTATATTAGG

AGCCCCTGATATAGCTTTTCCTCGAATAAACAATATAAGATTTTGATTACTTCCTCCATCTCTATCCCTTCTTCTTTCAAGT

TCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID GU944724, identified in GenBank 

as Chironomus circumdatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL12241 Lebertia sp.  water mite diet isolate 12241-BHL040517-GBD11542_26900-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGATTTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTCTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTACACTAATAATCAGAGCCCAAGATATAGCTTTTCCACGA

AAAAATAATATAAGATTATGACTTCTTCCTCCATCCTTAACACTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12248 Chironomus sp. water mite diet isolate 12248-BHL040517-GBD5097_12440-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTAGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAAAATGGAGGCTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTC

CTCGAATAAATAATATAAGCTTCTGACGTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12250 Lebertia sp.  water mite diet isolate 12250-BHL040517-GBD17180_4142-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCATTTCCACGAA

TAATTAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTATTTCTATCAAGTTCCTTTACCGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12254 Chironomidae sp. water mite diet isolate 12254-BHL040517-GBD18118_8460-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGATATTGACTAGTGCCATTAATGTTAGGAGCACCTGATATGGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCATTCGTAGAAGATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12255 Chironominae sp. water mite diet isolate 12255-BHL040517-GBD12513_6409-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGTC

ATCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTGTTTTATA

GTTATACCTATTTTAATTGGAGG-

TTTGGATATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAAACAATATAAGTTTTTGATTA

CTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12256 Culex pipiens water mite diet isolate 12256-BHL040517-GBD3323_14037-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCTTATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTTCTACTTTCAAGTA

GTTTAGTATAAAATGGCGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.4% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12259 Chydorus sp. water mite diet isolate 12259-BHL040517-GBD21640_5621-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCATAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAACGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGACACCTGATATAGCCTTCCCTCGTC

CTAATAATTTAAGTTTCTGGCTTCTTTCCCCCAGCTTTAACCCTACTTATAGTAGGGGGGGCAGTAGAAAATAGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12261 Chydorus brevilabris water mite diet isolate 12261-BHL040517-GBD6011_23008-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTGGGGCTTGATCCGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCAAGCAGAATTAGGACAAAGAGGGACCCTTA

TTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGTTATACCCATCATAAT

TGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCTTAATAATTTAAGTT

TCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTATGGGGGGGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.8% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12269 Phaenopsectra sp. water mite diet isolate 12269-BHL040517-GBD20854_16478-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCAATTTTAATTTGAGGATTCGGAAACTAACTTGT-

CCCATAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTC

TTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1227 Chironomidae sp.  water mite diet isolate 1227-BHL110116-GBD23025_26709-Lq44 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATCGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCGTTAACCTTACTTTTACCAAGATCACTAGTATAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12278 Oligochaeta sp. water mite diet isolate 12278-BHL040517-GBD26015_15507-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTATGAGTTTGAGCTGGAATAATTGGAACAGGAACCAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGAGATCAACTATATAGTACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCAC

CTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 81.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL1228 Oligochaeta sp. water mite diet isolate 1228-BHL110116-GBD23784_9198-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTCTCCCCACG

ACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12283 Culex sp. water mite diet isolate 12283-BHL040517-GBD11749_10795-Ldc35 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAGGTCAACCAGGTGTATTTATTGGAAATGGTCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTTTATAGTAATACCAATTATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGG

AGCTCCAGATATGACCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAG

TAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1229 Chironomidae sp.  water mite diet isolate 1229-BHL110116-GBD14681_27180-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCTTATACGTTAAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTTGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12295 Oligochaeta sp. water mite diet isolate 12295-BHL040517-GBD21688_24794-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATATTTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATATTATGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTT

TTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL1230 Dicrotendipes tritomus water mite diet isolate 1230-BHL110116-GBD13202_16094-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGG-

ACAGGA

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12302 Psectrocladius sp.  water mite diet isolate 12302-BHL040517-GBD8577_15214-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACGCC

GGTTCCTTAATTGGAGATGAACAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAAA

TAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.1% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12306 Chydorus sp. water mite diet isolate 12306-BHL040517-GBD24116_23339-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAATGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTTGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCCTTTGTTATAATCTTTTTTATAGT

TATACCCATTTTAATTGGGGGGTATGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGAC

ATAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12309 Phaenopsectra sp. water mite diet isolate 12309-BHL040517-GBD24411_24034-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGTTGAATTATGTC

AACCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTATTACCCCCATCTCTAACTTTACTACTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1231 Chironominae sp.  water mite diet isolate 1231-BHL110116-GBD23375_5449-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCCTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGT

CACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGA

ATAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12310 Phaenopsectra sp.  water mite diet isolate 12310-BHL040517-GBD21915_19318-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATACTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTTAGT

AATACCTATTTTTAATTGTGGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCATTAACTTTACTACTATCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12315 Phaenopsectra sp. water mite diet isolate 12315-BHL040517-GBD22875_13078-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGACTTAGGACGATCC

GGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATCATAATTTTTTTTTATAGTAATA

CCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAAAT

AATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR274695, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12317 Chydoridae sp. water mite diet isolate 12317-BHL040517-GBD10067_16901-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTCGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCTTAATATTAGGGGCACATGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTAACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATC-

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1232 Chironomidae sp.  water mite diet isolate 1232-BHL110116-GBD17484_27969-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCTACTAGAATTAGGACA

CCCAGCCTCATTAATCGGAGACGATCAAATTTATCATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGCGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12320 Phaenopsectra sp. water mite diet isolate 12320-BHL040517-GBD14579_12902-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTTTACTTTATTTTTTTGGAGCTTGATCAGGACTAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGG

TCACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGA

ATAAATAATATAAGTCTTTGACTTTGACCCCCTTCTTTAACATTACATCAATCTAGTTCAATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12323 Chironominae sp.  water mite diet isolate 12323-BHL040517-GBD21672_26345-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTCTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTTGGCCA

TCCGGGTACCTTTATTGGAGAAGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAACAATATAAGTTTTTGATTACTTCCTCCATCTCTAACTCTTCTTCTTTCAAGTTCAATTGTAGAAAGTGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12325 Phaenopsectra sp.  water mite diet isolate 12325-BHL040517-GBD20790_9019-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATACTTTATTTTTGGAGCTTGATCAGGAATAGTGGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGA

CACCCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGA

ATAAATAATATAAGTTTTTGACTTTTACCCCCCTCTTTAACTTTACTTCTTTCTAGTTCGATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12327 Chydorus brevilabris water mite diet isolate 12327-BHL040517-GBD5919_6196-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCGTTATTGGAGATGATCAAATTTACAATGTTATTGTCATTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGTGGGGTTTGGAAACTGACTCTTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGACAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1233 Lebertia quinquemaculosa water mite diet isolate 1233-BHL110116-GBD18986_4492-Lq45 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCGCACGCCTTCGTTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTAAGAAATTGACTAGTCCCATTGATAATTAGAGCTCCAGATATAGCATTTCCACG

AATAAACAATATAAGATTTTGACTTTTACCCCCCCTCTTTAACTCTCCTACTATCTAGTTCTTTCCCAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID MG773261, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL12336 Phaenopsectra sp. water mite diet isolate 12336-BHL040517-GBD9441_25190-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGTTCAGGAATAGTAGGAACTTCTTTAACTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATAGTTACTGCACATGGTTTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATCTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGTATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1234 Paratanytarsus sp.  water mite diet isolate 1234-BHL110116-GBD13610_14718-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTTATTATACTTCATTTTTGGCGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCATGCATTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGGAGCTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTCTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR289581, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12345 Chironomus sp. water mite diet isolate 12345-BHL040517-GBD11455_7316-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGGCTGATCCGGAATAGTGGGCACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTTCATTGGAGATGACCAAATTTACAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTC

TCATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGCTTCTGACTTTTACCCCCGTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1235 Chironomidae sp.  water mite diet isolate 1235-BHL110116-GBD19445_28139-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCTTGCTCGGGAATAGTAGTCACTTCTTTAAGAATTTTAATTCGACTAGACTTAGGAC

ACCCAGGCTAATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGACTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12353 Chironomus sp. water mite diet isolate 12353-BHL040517-GBD6870_8778-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTTTATATTTTATTTTTGGTACTTGATCAGGAATAGTTGGAACTTCCCTTAGAATATTAATTCGAGCA

GAACTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAAA

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTTCCTTTAATATTAGGAGCTCCAGATTTGGC

CTTCCCATCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL12357 Chydorus brevilabris water mite diet isolate 12357-BHL040517-GBD16810_24834-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAATAGGGACCCTTATTGGAGATGATCAAATTTAGAACGTTACTGTCACTGCACATGCTTTTGTTATAATCTTTTCTATAG

TTATACCCATCATAATTGGTGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGAGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1236 Chironomidae sp.  water mite diet isolate 1236-BHL110116-GBD27397_12767-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAA

CCAGGCTCATTAATCGGAAACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAACA

AATAATATAAGAATTTGATTATTACCCCCCTTCATTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12365 Chironomus sp. water mite diet isolate 12365-BHL040517-GBD12614_21012-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTT-

GGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTAGGACGTCCTGGAACTTTTATTGG

TGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATTTTCTTTATAGTTATACCAATTTTAATTGGA

GGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAAACAATATAAGTTTTTGA

TTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL12369 Lebertia sp. water mite diet isolate 12369-BHL040517-GBD9610_4168-Ldc35 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAAATCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCGTGCTTTCGTTATAATTTTCCTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTATTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCCTTCTTTATCTTTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1237 Chironomidae sp.  water mite diet isolate 1237-BHL110116-GBD5224_14931-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCTGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTAGAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTGTGATATTATGGTGTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12370 Oligochaeta sp. water mite diet isolate 12370-BHL040517-GBD24315_17984-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGCGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGCATCATTCCTAGGAAGAGATCAACTATTTAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTTCTGGTTATACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCCCCTTTACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12373 Diptera sp. water mite diet isolate 12373-BHL040517-GBD15269_21757-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTACATTATATTTTATTTTTGGAGCTTGATTAGGAATAGTAGGAACTTCTTTAAGTA

TATTAATTCGAGCTGAATTAGGTCACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCAT

GCATTTATTATAATTTTTTTTTATAGTAATACCTATTTTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGA

GCACCAGATATGGCATTCCCACGACTTAACAATATAAGATTTTGACTTCTACCACCTTCACTAACCCTACTGGTTTCTTCT

GCTGCAGTAGAAAATGGAGCTGGAACTGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID JF966742, identified in GenBank as 

Anopheles claviger. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12376 Chironomidae sp. water mite diet isolate 12376-BHL040517-GBD7191_17693-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTAGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCACCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCATTAACCTTATTATCAACTAGAACACTAGCTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12379 Chironominae sp.  water mite diet isolate 12379-BHL040517-GBD21457_10516-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTTTTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGT

TTTACCTATTTTAATTGGAGGATTTGGAAATTGATTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAACAATATAAGATTTTGATTACTTCCACCATCTCTAACTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1238 Chironomidae sp.  water mite diet isolate 1238-BHL110116-GBD18421_15340-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGTCTCATTAATCGGAGACAATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATAGAAGATTTTGATTATTACCCCCGTCATTAACCTTGCTTTGATCAAGATCAAGAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12381 Chironominae sp.  water mite diet isolate 12381-BHL040517-GBD11601_27027-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAACAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTTTTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTATTACTTTCAAGTGCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12384 Phaenopsectra sp. water mite diet isolate 12384-BHL040517-GBD9409_17973-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTATGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTATTTCGAGCTGAATTGGGT

CACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCCTCTTTAACTTTACTACTATCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12385 Lebertia sp.  water mite diet isolate 12385-BHL040517-GBD8584_8438-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTCTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTACTTCGACTTGGATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTTTAACTGCTCATGCTTTCGTTATAATTTTCTTCATAG

TAATACCAATGATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12387 Oligochaeta sp. water mite diet isolate 12387-BHL040517-GBD22030_24545-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTTAACCAGGATCATTCCTGGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTATCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTATAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCATTAATCTTATTAGTTTCTTCTGCTGTC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12390 Oligochaeta sp. water mite diet isolate 12390-BHL040517-GBD24122_16692-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATAGTTTATCTTAGGAGTTTGAGCTGGAATAATTGGTACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATTAACTATACAATACTCTAGTAACTGCACATGCATT

CGTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12395 Chironominae sp.  water mite diet isolate 12395-BHL040517-GBD18532_2668-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACTGCACACGCTTTTATTATAATTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTTTTTTACTTTCAAGTGCTACTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12398 Phaenopsectra sp.  water mite diet isolate 12398-BHL040517-GBD26833_14431-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACATTATCCTTTATTTTTGGAGCTTAATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGTAATTGAATAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCGTCTTTAACTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR293527, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12400 Phaenopsectra sp. water mite diet isolate 12400-BHL040517-GBD25821_20988-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTACGTATATTAATTCGAGCTGAATTAGGTC

ACCAAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGACTTTTACCCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12406 Chironomidae sp. water mite diet isolate 12406-BHL040517-GBD5891_20847-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGC

CATCCAGGTACCTTTATTGGAGATGAGCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATA

GTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATGGCCTTCCCACG

ACTTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTGGTTTCTTCTGCTGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID KT104776, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12407 Chironomus riparius water mite diet isolate 12407-BHL040517-GBD12587_7296-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTGTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATTGTTATACCAA-TTTAATTGGAGGATTCGGAAACTAACTTGT-

CCCCTGATACTTGGAGCACCTGATATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGAC-

TTTATCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1241 Chironominae sp.  water mite diet isolate 1241-BHL110116-GBD8669_23853-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTATGTATGCTGATTCGAGCAGAACGTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGCATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12412 Chironomus sp. water mite diet isolate 12412-BHL040517-GBD20849_8979-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGCATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTAACTTGT-

CCCATAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCGCTTACA

CTACTGCTGTCTAGTGCTTGCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12417 Chironomus riparius water mite diet isolate 12417-BHL040517-GBD11686_4770-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGCGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGAGTTGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTCTTACCCCCCCTCTCTTACTCGTCTTCTGTCTAGTTCTTCCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12420 Chydorus brevilabris water mite diet isolate 12420-BHL040517-GBD11774_5177-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAAAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATGTAGCCTCCCCTCGTC

TTAATAATTGAAGTTTCTGGGTCCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGTGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12427 Oligochaeta sp. water mite diet isolate 12427-BHL040517-GBD3360_15151-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTAGTAATACCAATTTTCAT

TGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTT

TTTGACTTTTACCCCCTTCTTTA--TCT-TTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12433 Oligochaeta sp. water mite diet isolate 12433-BHL040517-GBD26839_22673-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCATCTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTAATAACAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGTACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TATAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12436 Chironominae sp. water mite diet isolate 12436-BHL040517-GBD27041_9089-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTCTAAGTATGCTAATTCGAGTAGATCTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGCAATTGTCACAACACATGCTTTTATTATAATTTTTTTTTATAGT

TATACCAATTTTAATTGGAGGTTTTGGAAATTGATTTATTCCTTTAATGTTAGGACCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12438 Chironomus sp. water mite diet isolate 12438-BHL040517-GBD28116_15117-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGATGTCCTGGAACTTTTATTAGTGATGACCAAATTTATAATGTAGTAGTTATAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTAAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCT

TTCCCTTGAATAAATAAAATAAGTTATTGACTTCTCCCCCCAATCTTTAACTCTT-

ATCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL12447 Phaenopsectra sp. water mite diet isolate 12447-BHL040517-GBD9633_27875-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGATCTTTAATTGGAGATGATTAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCTTCATTAACTTTGCTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12448 Chironomus sp. water mite diet isolate 12448-BHL040517-GBD27760_19474-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAAAGTTATACATTATTTTTGGGGGCTTGATCCGGAATAGTGGGAACTTCATTAGGAATGCTTGTTCGAGTAGAG

TTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGATACTGCACATGCTTTTATTATAATTTTT

TTCATAGTTATACCAATTTTAATTGGAAGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12451 Chironomus sp. water mite diet isolate 12451-BHL040517-GBD6485_25389-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGATCTT

GGACGACCTGGTACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGT-

CCCCTAATACTTGGAGCACCTGATATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTC

TTCTTCTTTCTAGTTCTTTCGTAGAAAATAGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12453 Chironomus sp. water mite diet isolate 12453-BHL040517-GBD9945_26388-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTCTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTAACTTGT-

CCCATAATACTTGGAGCACCTGACATAGCTTTTCTTCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTGTCTT

TACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12460 Chironomus sp. water mite diet isolate 12460-BHL040517-GBD6605_16857-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTT-

GGTGCTTGGTCAGGAATAGTAGGAACTTCCCTTGGAATATTAATTCGAACAGAATTAGGACGACCCGGAACTTTCATTG

GAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGTTATACCAATTTTAATTGG

AGGATTCGGAAACTAACTTGT-

CCCATAATACTTGGAGCACCTGACATAGCTTTTCCTAGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTC

TTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12466 Phaenopsectra sp. water mite diet isolate 12466-BHL040517-GBD23838_18586-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTATACTATACTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCTGGTTCTTTAATTTGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCGTCTTTAACTTTACTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1247 Chironomidae sp.  water mite diet isolate 1247-BHL110116-GBD22753_21124-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTATGAATTTTAATTCGACTAGAATTAGGACA

CCCAAGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGACTCCTGATATAGCATTTCCGCGAA

TAAAAAATATAAAATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12474 Oligochaeta sp. water mite diet isolate 12474-BHL040517-GBD7714_25383-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTAATTCGGATTGAATTAGCTC

AACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTTTAG

TTATACCAGTATTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 84.1% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12476 Chironomus sp. water mite diet isolate 12476-BHL040517-GBD7356_11797-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGAGGCTTGATCCGGAATAGTGGTAACTTCAATAAGATTACTTATTCGAGCATAATT

AGGACAACCCGGAACTTTCATTGGAGGTGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTAATACAATTTTTCT

CATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGCTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGCTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12481 Lebertia sp. water mite diet isolate 12481-BHL040517-GBD17317_22005-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGCTCCGGTATAATTGGAGCTAGATTAAGAACCCTAATTCGACATGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATAAAGCCTTTCCACGA

ATAAATAAAATAAGATTTTGACTTCTTCCCCCATCCTTAACTCTGCTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12489 Phaenopsectra sp.  water mite diet isolate 12489-BHL040517-GBD24680_8231-Ldc35 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATATTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTAAATTAGGTCACCCAG

GAACTTTAATTGGGGATGATCAAATTTTTAATGTAATTGTAACTGCCCATGCATTTATTATAATTTTTTTTTATAGTAATAC

CTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAAATA

ATATAAGTTTTTGACTTTTATCCCCCTTTTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12491 Chironomidae sp.  water mite diet isolate 12491-BHL040517-GBD7730_23439-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTGTATATTTTATTTTTGGAGCTTGATCGGGAATAGTATGCACTTCTTTAAGAATTTTAATTCGACTATAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACATATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGCAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12492 Psectrocladius sp. water mite diet isolate 12492-BHL040517-GBD16311_4213-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCATGAGCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACGCTGGTTCTTTAATCGGAGACGATCTATTTTAGAATGTAATTGTTACAGCACACGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTACTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGAAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12493 Chironomidae sp.  water mite diet isolate 12493-BHL040517-GBD11826_28218-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGTTCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAACCGGAGACGATTAAATTTATAATGTAATTGTTACAGTACATGCTTTTGTAATAATTTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAGTGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12494 Chironominae sp.  water mite diet isolate 12494-BHL040517-GBD22246_15415-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCTAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12495 Psectrocladius sp. water mite diet isolate 12495-BHL040517-GBD25857_10862-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCAC

GCAGGTTCCTTACTTGGAGATGATCAACTTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGTAGGAATTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATATTATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12497 Chironomidae sp. water mite diet isolate 12497-BHL040517-GBD6718_21996-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTAGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTATATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATGATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12498 Chironomidae sp.  water mite diet isolate 12498-BHL040517-GBD25735_21249-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTAGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGATAC

CCCGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATTCTTTTGTAATAATTTTTTTTAATAGTT

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGACTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12499 Chironominae sp. water mite diet isolate 12499-BHL040517-GBD24993_21245-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACTA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTTATAGT

TATGCCAATTTTAATTGGATGGTTTGGAAATTGATTAGTTCCTTTAATATCGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12500 Chironomidae sp. water mite diet isolate 12500-BHL040517-GBD25762_23327-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGGTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTCATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12502 Chironominae sp.  water mite diet isolate 12502-BHL040517-GBD3014_20602-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTATTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACATCACACGCTTTTATTATATTTTTTTTTTTATAGT

TATGCCAATTTTAATTGGATGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGACTTTTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12503 Psectrocladius sp. water mite diet isolate 12503-BHL040517-GBD19023_27910-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAATAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACCATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATAACTATTTTAATTGGAGGGTTAGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCCCGAAA

AAAAAATATAAGTTTTTGAATACTTCCCCCGTCATTAACTTTACTATTAATCTAACTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12504 Chironomidae sp. water mite diet isolate 12504-BHL040517-GBD19772_7387-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTGGGAAATTGATTAGTACCTTTGAGATTATGGGCTCCTGATATAGCTTTTCCGCGA

ATAAATAATATAAGAATAAGATTATTACCCCCTGCATTAACCTTGCTTTAATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12505 Psectrocladius sp. water mite diet isolate 12505-BHL040517-GBD24854_17893-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTGGGTACATCTTTAAGAATTTTTATTTCGAGCAGAACTCGGTC

ACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCCTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAATTTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAACACACTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12506 Psectrocladius sp. water mite diet isolate 12506-BHL040517-GBD15176_7979-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAAAATTTTAATTCGAGCAGAACTCTGTCA

CGCTGGTTCTTTCATCGGAAACGATCAACTTTATAATGTCATTGTTACCGCTCACGCTTTTTTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCCGTCACTAACTTTACTATTATCTAGCTCTGTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12508 Psectrocladius sp. water mite diet isolate 12508-BHL040517-GBD21111_25553-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTCATTGTTACCGCTCACGCCTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAAATGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCCCGAA

TAAAAAATATAAGTTTTTGATTACTTACCCCGTCATTAAATTTACTATTTATGTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12510 Psectrocladius sp. water mite diet isolate 12510-BHL040517-GBD13713_11593-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATGTAGCATTCCCTCGA

ATAAATAATATAAGTTTGTGATCACGTCCCCCGTCATTAACATTACTAAAATCTAGCGCTCTAGTTGAAGATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12512 Psectrocladius sp. water mite diet isolate 12512-BHL040517-GBD15808_18850-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGAAAAAGCATTTCCCCGAA

AAAAAAAAAAAAATTTTTGAATACTTCCCCCTGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12513 Psectrocladius sp. water mite diet isolate 12513-BHL040517-GBD17547_10953-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACATCTTTAAGAATTTTTATTTCGAGCAGAACTCGGTC

ACGCTGGATCTTTATTCGGAGTCGATCAAATTTTTAATGTAATTGTTACCGCTCACGCTTTTGTATTATTTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12514 Psectrocladius sp. water mite diet isolate 12514-BHL040517-GBD28706_12174-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCC

CGCTGGTTCTTTAATCGGAAACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATAACTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGTGAGCCCCTGATATAGCATTCCCTCGAATA

AATAAGATAAGGATTTGATTACTTCCCCCGTCATTAACTTTACTATTATCCAGCTCTATAGTTGAAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12515 Psectrocladius sp. water mite diet isolate 12515-BHL040517-GBD25869_16369-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATAAGGTATAGTAGGTACATATTTAAGAATTTTAATTCGAGCAGAACTCGGCCA

ATCTGGTTCCTTAATCGGAGACGATCGAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTATTATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTATTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTTAAAATGAAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12516 Chironominae sp. water mite diet isolate 12516-BHL040517-GBD6455_18836-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCGGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTATATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12518 Parachironomus sp.  water mite diet isolate 12518-BHL040517-GBD16768_17927-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAACGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATTG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCACTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12519 Psectrocladius sp. water mite diet isolate 12519-BHL040517-GBD10572_19273-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACCCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTTTAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTACTTTAATATTGAGAGCCTCTGATATAGCATTCCCTCGAAA

AAATAATATAAGGGTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACGCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12520 Chironominae sp.  water mite diet isolate 12520-BHL040517-GBD19316_17829-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGATATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12521 Psectrocladius sp. water mite diet isolate 12521-BHL040517-GBD7951_13317-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACGCTGGTTCTTTAATCGGAGACGATAAATTTTATAATGTAATGGTTACCGCTCACGCTTTTGTAATATTTTTTTTTATAGT

GATACCTATATTAATTGGAGGGTTGGGAAATTGATAAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAAAAATATAAGTTTTTGATTACTTCCCCCGTCATAAACTTTACTATTATCTAACTCTCTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12522 Psectrocladius sp. water mite diet isolate 12522-BHL040517-GBD28986_17063-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTATTATAGT

GATACCTATTTTATTGGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAGATAAAATAAGAGTTTGATTACTCCCCCCGTCATTAACTGTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12524 Chironomidae sp. water mite diet isolate 12524-BHL040517-GBD2643_17750-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAACTCGAGCAGAACTCGGTCA

CACTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12526 Cricotopus sp.  water mite diet isolate 12526-BHL040517-GBD27910_11592-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAACATAAGACTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12527 Chironomidae sp. water mite diet isolate 12527-BHL040517-GBD9291_16918-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCATGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAATTAGGGCACCCAGG

AACATTGATTGGGGATGATCAAATTTACAATGTAATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTTATAGTTATACC

AATTTTAATTGGTGGATTTGGAAATTGGCTTTTACCTTTAATACTTGGAGCCCCTGATATGGCCTTTCCACGAATAAATAA

TATAAGATTTTGACTTTTACCCCCATCTATTTCATTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KP043758, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1253 Oligochaeta sp. water mite diet isolate 1253-BHL110116-GBD5573_19694-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAGCAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.5% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL12530 Psectrocladius sp. water mite diet isolate 12530-BHL040517-GBD8290_17910-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGGGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAAATTTTTTTAATGAT

GATACCTATATTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGACATAGCATTCCCTCGAA

TAAACAATATAAGTTTTTGATTACTTCTCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12532 Chironomidae sp.  water mite diet isolate 12532-BHL040517-GBD14307_18130-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATTCCTATTTTAATTGGTGGTTTTGGAAATTGGTAAGTACCTTTGTTATTAGTGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTAATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12533 Psectrocladius sp. water mite diet isolate 12533-BHL040517-GBD14975_2617-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCGAATTTATAATGTAATAGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTGCTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR288763, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12534 Chironomidae sp.  water mite diet isolate 12534-BHL040517-GBD11618_8779-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAAGTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATGATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12538 Phaenopsectra sp.  water mite diet isolate 12538-BHL040517-GBD6274_16499-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTAAATTAGGTC

ACCCAGGATCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCTCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTAACTTTACTTCTATCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12539 Psectrocladius sp. water mite diet isolate 12539-BHL040517-GBD16727_2213-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATAAGGAATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGATCA

CGCTGGTTCTTTAATCGGAGGCGCTCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTATAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACGTCCCCCGTCATTAACTTTTCTATTATCTAGCTCTCTAGTTGAAAGTGGAGCTGGAGCA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12540 Chironomus riparius water mite diet isolate 12540-BHL040517-GBD24731_17542-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAAT

TAGTACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTT

CGTAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12541 Psectrocladius sp. water mite diet isolate 12541-BHL040517-GBD19301_19825-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCTCGTTAATATTAGGAGCCCCCAACATAGCATTCCCTCGAA

TAAAAAATATAAGGATTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12542 Paratanytarsus sp.  water mite diet isolate 12542-BHL040517-GBD21713_22826-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTG

CATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTACTTCCGCACTCTTTAACTCTTTTACTATCTAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12543 Psectrocladius sp. water mite diet isolate 12543-BHL040517-GBD10536_12792-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGGTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGAAAAAACCATCCCCTC-

AAAAAAAAATAAAAGTTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12545 Psectrocladius sp. water mite diet isolate 12545-BHL040517-GBD10538_13876-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTTGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGATTCTTTAATCTGAGACGATCAAATTTATAATGCAATTGTTACCGCTCACGACTTTTGTAATACTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGGTTTTGATTACTTCCCCCGTCATTAACTTAACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGAAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12546 Psectrocladius sp. water mite diet isolate 12546-BHL040517-GBD11078_17174-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTATGTCAC

GCTGGTTCTTTAATAGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCCCCAATA

AATAATATAAGTATTTGATCACTTCCCCCGTCATTAACTTTACTTTTATCTAGCTCTCTAGTTGAAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12547 Psectrocladius sp. water mite diet isolate 12547-BHL040517-GBD20095_22494-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

AGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATAGGGAGCCCCTGATATAGCATTCCCTCAAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12548 Psectrocladius sp. water mite diet isolate 12548-BHL040517-GBD18664_27106-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGTCTGATCAGGTATAGTAGGTACATCTTTTAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATCATTTTTTTTTTATAG

TGATACCTATTTTAATTGGAAGGTTTGGAAATTGATTAGTTCCTTTAATATTGTGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTATTGATTACTTCCCCCATCATTAACTTGACTATTATCTAGCTCTCTAGTTGCAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12549 Psectrocladius sp. water mite diet isolate 12549-BHL040517-GBD18726_12684-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGCTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACAATCAAATTTATAATGTAATTGTTTCCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGAAGCCCCTGATATAACATGCCCCTCGAATA

AATAATATAAGGTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1255 Chironomidae sp.  water mite diet isolate 1255-BHL110116-GBD12349_15731-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCACATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTTATTGGAAGCTTTTGGAAATTGATTATTACCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTACTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12552 Psectrocladius sp. water mite diet isolate 12552-BHL040517-GBD24290_25467-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGTTTGATAAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACGCTGTTTCTTTAATCGTACACGATCAAATTTATAATGTAATTGTTACCGCTCCCGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTCATTAGTTCCTTTATTATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12554 Psectrocladius sp. water mite diet isolate 12554-BHL040517-GBD19542_2941-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTATATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAACTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12556 Chironomidae sp.  water mite diet isolate 12556-BHL040517-GBD21383_19133-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTCGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCATTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12557 Psectrocladius sp. water mite diet isolate 12557-BHL040517-GBD27941_19805-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGCAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCTC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGTAGCCCCTGATATAGCATTCCCTCGAATAA

ATAAGATAAGTTTTTGATGACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTTAAAATGGCGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1256 Oligochaeta sp. water mite diet isolate 1256-BHL110116-GBD6602_11552-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGAAAAGCCTTTCCCACGA

CTAAATAAATAAAGATTCTGACTACTACCACCACCTCTACTCTTCCTAATTTCTTCTGAAGCAGTAAAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12560 Psectrocladius sp. water mite diet isolate 12560-BHL040517-GBD27963_11723-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGTTCA

CGCCGGTTCTTTAATAGGAGACGATAAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATCATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTGGGAAATTGATTAGTACCTTTAATATTGGGAGCCCCATGATATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGGCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12562 Psectrocladius sp. water mite diet isolate 12562-BHL040517-GBD14477_11794-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGCACTCGGTCAC

GCTGGTTCTTTAATCGGAGCCGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAAAAAAAGTTATTGATTACGTCCCCCGTCAGTAACTTTACAATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12564 Psectrocladius sp. water mite diet isolate 12564-BHL040517-GBD14406_3699-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGTTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTCATTGGAGGGTTTGGAAATTGATTTGTTCCTTTCATATTGGGAGCCCCATGATATAGCATTCCCTCGACT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTCACTCTCTAGTTGAAAATGGCGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12565 Chironomidae sp. water mite diet isolate 12565-BHL040517-GBD21349_9566-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGTCTGATCAGGTATAGTAGATACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATAAAGCATCCCCAAAAA

AAAAAAAAATAATTTTTTAATTCCCCCCCCCGCCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12566 Psectrocladius sp. water mite diet isolate 12566-BHL040517-GBD19286_5557-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACATCTTTAAGAATTTTAATTTGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTACTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCAAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCTTTAACTTTACTATCATCTAGCACACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12567 Chironomidae sp. water mite diet isolate 12567-BHL040517-GBD13190_17948-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GACACTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACATCTTTAAGAATATTAATTCGAGCAGAATTAGGGC

ACCCAGGAACGTTGATTGGGGATGATCAAATTTACAATGTAATTGTAACAGCCCATGCCTTTATTACAAATTTTTTTTATA

GTTATACCATTTTTAATTGGTGGATTTGGAAATTGGCTTTTACCTTTAATACTTGGAGCCCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTATACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KP043758, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12572 Psectrocladius sp. water mite diet isolate 12572-BHL040517-GBD28494_19402-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGGTCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATTAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTAGAAATTGATTAGTTCCCTTAATATTGGGAGCCCCTGATATATCATTCCCTTGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCTTTAACTTTACTATTATATAGCTATCTAGTTGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12573 Psectrocladius sp. water mite diet isolate 12573-BHL040517-GBD18948_14831-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACCCGGTCA

CGCTGGTTCTTTAATCGGAGACGGTCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTACTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAAAAATAAAAGTTATTGAATACTTCCCCCGTCATTAACATTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12574 Psectrocladius sp. water mite diet isolate 12574-BHL040517-GBD25844_15413-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGTAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGATCA

AGCTGGTTATTTAATCGGAGACGGTCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTTCTTTAATATTGGGAGCACCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12575 Psectrocladius sp. water mite diet isolate 12575-BHL040517-GBD10116_26783-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGGATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGATTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTAACGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATTCCTATTTTAATTGAATGGTTTGGAAATTAATTAGTTCCTTTAAAATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12576 Psectrocladius sp. water mite diet isolate 12576-BHL040517-GBD18888_25643-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAGTTTTAATTCGAGCAGAATTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGACCCCCTGATATAGCATTCCCGCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGATCACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12577 Psectrocladius sp. water mite diet isolate 12577-BHL040517-GBD24860_13397-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCATGATCAGGAATAGTAGGAACATCTTTAAGAATTTTAATTCGAGTAGAACTCGGTCA

CGCTGGTTCTTTAATAGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTTTAATAATTTTTTTTCTAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCATGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12578 Psectrocladius sp. water mite diet isolate 12578-BHL040517-GBD22313_19076-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAACTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTCCCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGTCCCTGATATAGCATTCCCTCTAAT

AAATAATATAAGCTGTTGATTACTTCCTCCGTCATTAACTTTACGATTATCTAGCACGCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12579 Chironomidae sp. water mite diet isolate 12579-BHL040517-GBD29356_17869-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTGATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCAGGAACGGGACGAGGAGCGAGCGCGCGAGGGGAAAAGGGAGCGG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12580 Psectrocladius sp. water mite diet isolate 12580-BHL040517-GBD10518_9923-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCTGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAGCTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTTGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATCATCTAGAACTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12583 Psectrocladius sp. water mite diet isolate 12583-BHL040517-GBD11104_27076-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGTTACTTATTTTAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCCTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAAATGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAATTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12587 Psectrocladius sp. water mite diet isolate 12587-BHL040517-GBD15890_25310-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGTAGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTACATT

GATACCTATTTTAATTGTAGGGTTTGGAAATTGATTAGTTCCTTTAATATTTGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACGTCCCCCGTCATTAACATTACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12588 Psectrocladius sp. water mite diet isolate 12588-BHL040517-GBD25996_17377-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACAC

GCTGGTTCTTTAATCGGTGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12590 Psectrocladius sp. water mite diet isolate 12590-BHL040517-GBD23440_23045-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTATGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GAGACATATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGAGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGGGTTTGATTACTTCCCCCGTCATTAACTTAACTATTATCTAGCACTCGAGTTGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12592 Psectrocladius sp. water mite diet isolate 12592-BHL040517-GBD7450_14668-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTATGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGACCAAATTTATAATGTAATTGTTACCTCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCTGTTAATATTGGGAGCTCCTGATATAGCAGTCCCTCGAA

TAAACAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAACTCTCTAGTTGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12593 Chironomidae sp. water mite diet isolate 12593-BHL040517-GBD13217_18079-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTAGATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTTGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12594 Psectrocladius sp. water mite diet isolate 12594-BHL040517-GBD21657_14941-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCATTAGTCGGAAACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTTTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGATATTGATTAGTTCCTTTAATATTGGGAGCTCCATGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12598 Chironomidae sp. water mite diet isolate 12598-BHL040517-GBD17034_14134-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGTGGATTTGGAAATTGGCTTTTACCTTTAATACTTGGAGCCCCTGATATGGCCTTTCCACGAATA

AATAATATAAGATTTTGACTTTTACCCCCATCTATTTCATTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KP043758, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1260 Chironomidae sp.  water mite diet isolate 1260-BHL110116-GBD19459_15568-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATGGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAGTCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATCATTACCCCCTTCATTAACCTTACATTAATCAAGAGCAATAGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12601 Psectrocladius sp. water mite diet isolate 12601-BHL040517-GBD22455_15479-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCGTTTATTGGTGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCATCATTAACTTTACTATTATCTAGCACACTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12603 Psectrocladius sp. water mite diet isolate 12603-BHL040517-GBD9744_22932-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTTAATATTGGGAGCCCCTGAAATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTACCCCCGTCATTAACGTTACTATAAGCTAGCTCACTAGCGGAAAATGGAGCTGG

AAAAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12604 Psectrocladius sp. water mite diet isolate 12604-BHL040517-GBD7556_8810-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGTAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATGCCTAATTTAATTGGAAGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAACCCCTGAAATATCAATCCCTCGAA

AAAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTAATATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12605 Psectrocladius sp. water mite diet isolate 12605-BHL040517-GBD4178_16561-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCTGATTCTTTAATCGGATACGATCAATTTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTACTTTAATATTGGGAGCCCCTGATACAGCATTCCCTCGAA

TAAATAATATAAGGGTTTGATTACTTCCCCCGTCATTAACTTTACCATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12609 Psectrocladius sp. water mite diet isolate 12609-BHL040517-GBD6422_9820-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTGTTGGAGCCTGATCAGGTATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAATTCGGTC

ACGCTGGTTCTTTAATCGGAGACGATCAAATTTACAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTAATA

GTGATCCCTATTTTAATTGGAGGTTTTGGAAATTGATAAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCTCTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12610 Psectrocladius sp. water mite diet isolate 12610-BHL040517-GBD25829_20697-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTGTATTTTATTTTTGGAGCCTGATCAGGTGTAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAAGTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTTATAGT

GATACCTATTTTAATTTGAGGGTTTGAAAATGGATTAGTTCCTTTAATATTGGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTATTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12611 Psectrocladius sp. water mite diet isolate 12611-BHL040517-GBD23524_10582-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGGGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATAAAGCATTCCCTCGAAC

AAAAAAAATAAATATTTGATTTCTTCCCCCGTCATTAACTTTACTAATATCTAGCTCTCTAGTTGGAAAATCGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12612 Psectrocladius sp. water mite diet isolate 12612-BHL040517-GBD16888_20797-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTATTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTATAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCCCGAA

TAAATAACATAAGTCTTTGATTACTTCCCCCGTCATTAACCTTACTACTATCTAGCACACTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12614 Psectrocladius sp. water mite diet isolate 12614-BHL040517-GBD4956_12905-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTG

ATGCCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATGGCATTCCCTCGAAT

AAATAATATAAGGTTTTGAATACTACCCCCGTCATTAACTTTACTATTAGCTAGCACTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12615 Chironominae sp.  water mite diet isolate 12615-BHL040517-GBD16295_22135-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGTCGA

CCTGGTACTTTTATTGGAGATGATCAAATTTACATTGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCATTCCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12618 Psectrocladius sp. water mite diet isolate 12618-BHL040517-GBD6098_12603-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTGTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGTTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAGTGTAATTGTTACCGCTCAAGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGAATAGTTCCTTTAATATTGGGAGCCCCTTAATATAGCATTCCCTCGCA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACATTACTATTATCTAGCTCTCTAGTTTAAAATCGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12622 Psectrocladius sp. water mite diet isolate 12622-BHL040517-GBD2173_16294-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGATCA

CGCTGGTTCTTTAATCGGAGACGATCAAGTTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGAGTAGTTCCTTTAATATTGAGAAGCCCTGATATAGCATTTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12623 Chironominae sp.  water mite diet isolate 12623-BHL040517-GBD29230_18980-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCTCACGCATTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGACATTGACTTTTTCCTTTAATGTTAGGAGCCCCTGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12631 Chironomidae sp.  water mite diet isolate 12631-BHL040517-GBD4371_10864-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTCTATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCTGGCTCATTACTCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTGATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGTCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTGATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12632 Lebertia sp.  water mite diet isolate 12632-BHL040517-GBD12247_15532-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCTTAATTCGACTTGAAATAGGAC

AACCAGGCTCACTCCTAGGAAGTAACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACACTGCTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AGCAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12633 Psectrocladius sp. water mite diet isolate 12633-BHL040517-GBD29430_16413-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATAAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCAGTGACGGGACGAGTAGCTAACTCTCTAGTGGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12636 Oligochaeta sp. water mite diet isolate 12636-BHL040517-GBD10049_21593-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAACTGGAACAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

TCTAATAATTTTCTTTCTAGTTATACCAGTATTTATGTGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCCCCTTCTCTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL12643 Chironomidae sp.  water mite diet isolate 12643-BHL040517-GBD8706_15988-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGATCATTAATCGGAGACGATCAGATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAATACCTTTGATATTATGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12647 Psectrocladius sp. water mite diet isolate 12647-BHL040517-GBD18824_16532-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTTATTCGAGCTGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATATTTTTTTTTATAGTG

ATTCCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCCTTAATATTGGGAGCCCCATGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGAATACTACCCCCGTCATTAACTTTACCATTATCTAGCACGCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12648 Psectrocladius sp. water mite diet isolate 12648-BHL040517-GBD27245_20541-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTTA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACGGCTCACGCTTTTGTAATAATTTTTTTTATAGC

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATCCCCTCGAA

TAAATAAGATAAGTTTTTGAGTACTCCCCCCGTCATTAAACTTTACTATAATCTAGCGCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12649 Psectrocladius sp. water mite diet isolate 12649-BHL040517-GBD21992_5297-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGTGCCTGATAAGGTATAGTAGGTACATCTTTAAGATTTTTACTTCGAGCGGAACTCGGTG

ACGCTGTTTCTTTATTCGGAGACGATCAAATTTATAATGTAATTGTTATCGCTTACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1265 Chironomidae sp.  water mite diet isolate 1265-BHL110116-GBD22834_10427-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTTATTGTTACAGCACATGCTTTTGTAATAAATTTTTTTATAGT

GATACCCATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTTATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCCTTCACTAACCTTACTTTTATCAAGATCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12650 Psectrocladius sp. water mite diet isolate 12650-BHL040517-GBD10332_23012-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGTATAACTCGGTCA

CGCTGATTCTTTAATCGGAGACGATCAAATTTATTATTTAATTGTTACCGCTCACTCTTTTGTAATAATTTTTTTTATAGTG

ATATCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCCTTCATTAACTTTACTATTATCTAGCGCCCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12653 Psectrocladius sp. water mite diet isolate 12653-BHL040517-GBD22238_21137-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTAAATTCGAGCAGAACTCGGTCA

TGCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTACCCCCGTCATTAACTTTACTATTATCAAGCACACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12655 Psectrocladius sp. water mite diet isolate 12655-BHL040517-GBD13400_1990-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCTGGTTCTTTAATCGGGGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTCATGATTTTTTTTTATAGT

GATACCTTTTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12659 Psectrocladius sp. water mite diet isolate 12659-BHL040517-GBD13280_13075-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACATCTTTAAGTATTTTTATTTCGAACAGAATTCGGCC

ACGCTGGTTCTTTAATCGGAGACGATCAATTTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGTGGGTTTGGGAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12661 Psectrocladius sp. water mite diet isolate 12661-BHL040517-GBD20118_9790-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAGTTTTTATTTTCTTTTTGGAGCCTGATCCGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATACAAGTTTTTGATCACGGCCCCCGTCATTAACATTACAAAAAGCTAGCGCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12668 Chironomidae sp. water mite diet isolate 12668-BHL040517-GBD14922_15541-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAACTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTATTTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGTGAGCCCCTGATATACCATCCCCTAAAAA

AAAAAATAAAAGTTTTTGATCCCCCCCCCCGCCATTAACTTTACTATAATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12672 Psectrocladius sp. water mite diet isolate 12672-BHL040517-GBD11446_13057-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAACTAGGACAT

GCTGGCTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCTCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR761745, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12673 Psectrocladius sp. water mite diet isolate 12673-BHL040517-GBD21626_10821-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTATGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTCATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATAAGTGCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12676 Psectrocladius sp. water mite diet isolate 12676-BHL040517-GBD25267_22679-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTGTATATTTTATTGTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTAGAGCAGAACTCGGTC

ACGCTTGTTCTTTAATAGGAGACGATCAAACTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGAGAGCCACTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1268 Chironomidae sp.  water mite diet isolate 1268-BHL110116-GBD24402_17576-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATCTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTTATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAACTTTTCCGCGAAT

AAAAAGTATAAGATTTTGATTATTACCCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12686 Psectrocladius sp. water mite diet isolate 12686-BHL040517-GBD11398_4933-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CCCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTCATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTGATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCAAGCTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12691 Psectrocladius sp. water mite diet isolate 12691-BHL040517-GBD9767_14315-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCTTGTTCAGGAATAGTAGGTACTTCTTTAAGATTTTTAATTCGAGCAGAACTCGGTC

ACGTTGTTTCTTTAATTGGAGCCGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTAAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12700 Psectrocladius sp. water mite diet isolate 12700-BHL040517-GBD15904_28845-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAACTCGGTCA

CTCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTGATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGGTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12702 Chironominae sp.  water mite diet isolate 12702-BHL040517-GBD17881_12242-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAACTTTACAATGTACTTGTTACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTGTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12704 Psectrocladius sp. water mite diet isolate 12704-BHL040517-GBD16543_2689-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGTTACTGTCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAAGAATTTTTTTTTATAGA

GATACCTATTTTAATTGTAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCCTTCCCCCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12711 Orthocladius sp.  water mite diet isolate 12711-BHL040517-GBD13275_17490-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCTGAATTCGGACA

TGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTTATAGCTCATGCTTTTGTTATAATTTTTTTTTATGGT

TATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATAGTAGAAAATGGAGCTGGAAC

GGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1272 Chironominae sp.  water mite diet isolate 1272-BHL110116-GBD25926_5951-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATGGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCATGGATCTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTT

ATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTACTTTCTAGCTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12721 Chironominae sp.  water mite diet isolate 12721-BHL040517-GBD15102_16341-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTTGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGTACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTGTTTGACTTCTTCCCCCTTCATTAACTCTTGGACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12725 Psectrocladius sp. water mite diet isolate 12725-BHL040517-GBD9838_25302-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGATCTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCTCTCACGCTTTTGTAATAATTTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTAATGGATTACGTCCCCCGTCATTAACATTACTATTAGCTAGCGCTCTAGTTGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12728 Psectrocladius sp. water mite diet isolate 12728-BHL040517-GBD22127_26043-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGTTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTATTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGTAGCCCCTGTTATAGCATTCCCTCGCAT

AAATACTATAAGTATTTGATTGCTTCCCCAGTCATTAACTTTACTATTATCTAGCTCTCTAGCTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12733 Psectrocladius sp. water mite diet isolate 12733-BHL040517-GBD24099_17529-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTAATCAGATATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGCTCAC

ACTGGTTCTTTAATCTGAGACGATCAAATTTATATTGTTATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTCATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12737 Psectrocladius sp. water mite diet isolate 12737-BHL040517-GBD15847_26512-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACCTCTTTTAGAATTTTAATTCGAGCAGAATTCGGTCA

TGCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTCTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACAATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12741 Psectrocladius sp. water mite diet isolate 12741-BHL040517-GBD12119_12795-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGTATAGTAGGTACTTCTTTAAGAATTTTTATTTCGAGCAGATCTCGGTC

ACGCTGCTTCTTTAATCGGAGACGATCAAATTTATAATGTATTTGTTACCGCTCACGCTTTTGTAATAATTTTTCTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAACATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATCATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12744 Psectrocladius sp. water mite diet isolate 12744-BHL040517-GBD21859_22957-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGGATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTACTCGGAGAAGATCAAATTTATAATGTAATTGTTACCCCTCACGCGTTTGTAATAATTTTTTTTTATAAT

GATACCTATTTTAATTGGAGGGTTTGGAATTTGATTAGTTCCTTTAATATTGCGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTAATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAT

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12745 Psectrocladius sp. water mite diet isolate 12745-BHL040517-GBD26757_18605-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCATGATCAGGTATAGTAGGGACATATTTAAGAATTTTAATTCGAGCAGAACTCGGTA

ACGCTGGTTCTTTAATCGGAGACGATCAAATTTATACTGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAAGTGATAAGTTCAGTTAATATTGGGAGCCCCATGATATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATAATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12748 Psectrocladius sp. water mite diet isolate 12748-BHL040517-GBD16942_28273-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTGTATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAATTAGGTCA

CGCTGGTTCTTTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACATTACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12754 Psectrocladius sp. water mite diet isolate 12754-BHL040517-GBD5290_15008-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACCTCTTTAAGAATTTTAATTCGAGCAGATCTCGGGCA

CGCTGGTTCTTTAATCGGAGAAGAACAAATTTATTGTGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTTCTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12755 Chironomidae sp.  water mite diet isolate 12755-BHL040517-GBD3267_20632-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATCTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAAGTCGACTAGAATTAGGAC

AACCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCATATGCTTTTGTAATAATTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGACTCCTGATATAGCTTTTCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTTCTTTTATCAAGATCAATAGTATAAAATGGCGCTGGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12756 Psectrocladius sp. water mite diet isolate 12756-BHL040517-GBD19172_10698-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

ACTGGTTCTTTCATCGGAGACGATCAAATTTATAATGTAAATGTTACCGCTCACGCCTTTGTAATAATTTTTTTTTATAGT

GATACCAGTTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAACATTGGGAGCCCCAGATATAGCATCCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12761 Psectrocladius sp. water mite diet isolate 12761-BHL040517-GBD8705_25329-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGTAGAACTTTGTCAC

GCTGGATCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTATTGTAATAATTTTTTTTAAAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAAATGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCCAGAAT

AAATAATATAAGTTTTTGATTACTTGCCCCGTCATTAACTCTACTATTATCTAGCTCTCTAGTTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12764 Chironomidae sp.  water mite diet isolate 12764-BHL040517-GBD11543_5525-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATCTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGTAGATGATCAAATTTATAATGTAATTGTTACATCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGTCTCCTGATATAGCTTTGCCGCGAAT

AAATAATATAAGGTTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12766 Psectrocladius sp. water mite diet isolate 12766-BHL040517-GBD18817_27753-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGGCGACCAATTTTATAATTAAATTGTTACCGCTCACGCTTTTTTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGTTTGGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAACTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12769 Chironominae sp.  water mite diet isolate 12769-BHL040517-GBD11852_13122-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGTTACTTTTATTGGAGATGACCAAATTTACAATGTGATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCATTTTTAATTGGAGGTTTTGGAAATCGGCTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCACTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGATGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12771 Psectrocladius sp. water mite diet isolate 12771-BHL040517-GBD23395_8086-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAACCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCTGGTTCTTTAATCGGAGAAGATTAAATTTATAATGTAATTGCTACCGCTCATGCTTTTGTTATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12778 Psectrocladius sp. water mite diet isolate 12778-BHL040517-GBD11118_8665-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGCACATCTTTAAGAATTTTAATTCGAGCATAACTCGGTCA

TGCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAATA

AATAACATAAGATTTTGATTACTACCCCCGTCATTAACATTACTATTATCTAGCTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1278 Chironominae sp.  water mite diet isolate 1278-BHL110116-GBD8053_8560-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTCTAATTGTTGGATTTGGCAATTGATTAGTTTCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGCATA

AATAATATGAGATTTTCATTACTTCCCCCTTCTTTAACTCTTCTTCTCTCTAGCTCACTTGTAGAAAACGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12780 Psectrocladius sp. water mite diet isolate 12780-BHL040517-GBD18262_5014-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTATATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATGCGAGCAGAACTCGGTC

ACGCTTGTTCTTTAATCGGAGACGATCAAATTTCGAATGTAATTGTTACCGCGCACGCTTTTGTAAGAATTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCG

AATAAATAATATAAGTTTTTCATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12782 Psectrocladius sp. water mite diet isolate 12782-BHL040517-GBD25271_9252-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCCAATTTATAATGTAATTGTTATCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATTCCTGTTTTAATTGGAGGGGGTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACGTCCCCCGTCATAAACTTTACTATGATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12788 Chironomidae sp.  water mite diet isolate 12788-BHL040517-GBD20455_14401-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACCCAG

GCTCATTAATCGGAGACGTTCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGATAC

CTATTTAAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAACCTTTCCGCGAATAAAT

AATATAAGATTTTGATTATTATCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12790 Orthocladiinae sp. water mite diet isolate 12790-BHL040517-GBD20386_21821-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGACTTTTACCCCCATCTATTTCATTACTTCTT---

TCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR725429, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12791 Psectrocladius sp. water mite diet isolate 12791-BHL040517-GBD29163_15437-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGTCTGATCAGGTATAGCAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGAACAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTAACTATAAGCTAACGCTCTAGTTGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12792 Psectrocladius sp. water mite diet isolate 12792-BHL040517-GBD15493_5740-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGAACAGGCAGAGTAGGGACATCTTTAAGAATTTTAATGCGAGCAGAACTCGGT

CACTCTGTTTCTTTAATCGGAGACGATCAAATTTAGAATGTAATTGTTACCTCTCACGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTATCTTTACTATTATCTAGCTCTCTAGTTGAAAATGGCGCTGGAG

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12800 Chironominae sp.  water mite diet isolate 12800-BHL040517-GBD21817_3632-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAAAACTTTGACGA

CCTGGTTCTTTTATTGGAGATGACCAAATTTACAATGTCATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTATAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12812 Parachironomus sp.  water mite diet isolate 12812-BHL040517-GBD11490_11692-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATTAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGTGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCTTTAACTCTTTTACTATCTAATTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12818 Psectrocladius sp. water mite diet isolate 12818-BHL040517-GBD14686_15084-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATCTTTTATTTCTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACCGATCACTCTTTTGTAATGATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGTGAGCCCCTGATATAGCATTCCCTCTAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCGCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12821 Psectrocladius sp. water mite diet isolate 12821-BHL040517-GBD27328_10962-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTAATCAGGAATAGTAGGAATATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGAGGATCAAATTTATAATGTTATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12823 Psectrocladius sp. water mite diet isolate 12823-BHL040517-GBD27282_16658-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGCTAAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCGTTAATCGGAGCCGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AAAAATATAAGTTATTGATTACGTCCGCCGTCATTAACGTTACTATTATCTAGCGCTCGAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12825 Psectrocladius sp. water mite diet isolate 12825-BHL040517-GBD7889_24862-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCCTTAAGTATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGGTCATGCTTTTGTTATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCATCATTAACTTTACTATTATCGAGCACTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12826 Psectrocladius sp. water mite diet isolate 12826-BHL040517-GBD27194_16428-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCATGAGCAGGTATAGTAGGTACATATTTAAGAATTTTAATTCGAACAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAAACGATCAAATTTATAATGTAATTGTTACCGCTCACGCATTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAATCTGATTAGTTCCTTTAATATTTGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR751697, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12832 Psectrocladius sp. water mite diet isolate 12832-BHL040517-GBD8770_7917-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCCGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGTGCAGAACTCGGGCA

CCCTGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAACATAAGTTTTTGATTACTTCCCCCGTCAATAACTTTACTAGTATCTAGATCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12833 Psectrocladius sp. water mite diet isolate 12833-BHL040517-GBD4164_15038-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGTGCCTGATCTGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGACA

CGCTGGTTCTTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTTTTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAACTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12835 Psectrocladius sp. water mite diet isolate 12835-BHL040517-GBD25384_18067-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAA

GCTGGTTCTTTAATCGGAAACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCATTAACCTTACTAATATCAAGCGCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12836 Chironominae sp.  water mite diet isolate 12836-BHL040517-GBD23717_18239-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTCGGTACTTCTTTAAGTATGCTAATTCGAGTAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGACTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTATCAAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12838 Psectrocladius sp. water mite diet isolate 12838-BHL040517-GBD13633_14536-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTTATATTGGGAGCCCCTGGTATAGCAATTCCCCGGA

AT-

AATAATAATAATTTTTGAATACCTCCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12841 Psectrocladius sp. water mite diet isolate 12841-BHL040517-GBD11310_25462-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCATTAATCGGAGACGATCAAATTTAAAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCATTAACTTTACTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12849 Paratanytarsus sp.  water mite diet isolate 12849-BHL040517-GBD28130_19300-Ldc36 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAACTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATATCTATTTTAATTGGAGGATTTGGGAACTGATTATTGACTTTAATATTAGGAGTCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTAACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12852 Psectrocladius sp. water mite diet isolate 12852-BHL040517-GBD8682_14840-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCATAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

AGACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGTGAGCCCCTGATACAGCATTCCCTCGAATA

AATAATATAAGTGTTTGATTACTCCCCCCGTCAGTAACTTTGCTATTATCTAGCACGCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12853 Psectrocladius sp. water mite diet isolate 12853-BHL040517-GBD6515_6195-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTAGTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCAGTCCCTCGAA

TAAATAATATAAGGGTTTGATTACTTCCCCCGTCAGTAACTTTACTATTAGCGAGCTCGCGAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12854 Psectrocladius sp. water mite diet isolate 12854-BHL040517-GBD22150_25361-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGATTACTTAAATGGAGATGATCCAATTTATAATGTAATTGTTACCGCTCACGCTTTTTTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAAAAATATAAGTTATAGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12861 Psectrocladius sp. water mite diet isolate 12861-BHL040517-GBD18669_10508-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACCTCTTTAAGAATTTTAATTCGAGCAGAACTCGGGCA

CGCTGGTTCTTTAATCGGAAACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCAGTTATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTGCCCCGTCATTAACATTACTATTATCAAGCTCTCTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12866 Chironomidae sp.  water mite diet isolate 12866-BHL040517-GBD25330_23400-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCATTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAATTTTATAATGTAATTGTTACAGCACATGCTTTTATAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGACTATTACCCCCTTAATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12871 Psectrocladius sp. water mite diet isolate 12871-BHL040517-GBD26814_8810-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTGTATATTTTATTTTTGGAGCCTGATAAGCTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTATTCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTTGAGGGTTTGGAAACTGATTAGTTCCTTTAAGATTGTGCGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATGATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR751697, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12874 Psectrocladius sp. water mite diet isolate 12874-BHL040517-GBD17385_19491-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATGAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGTTTCTTTAATCGGAGACGATCAAATTTATAATGTCATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGATGTTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTGCCCCCGTCATTAACTTTACTATTATCTAGCTCAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12875 Chironomidae sp. water mite diet isolate 12875-BHL040517-GBD15118_29045-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCATTAACTTTACTATAATCGAGCTCTCTAGTAGAAAATGGAGCGGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12879 Psectrocladius sp. water mite diet isolate 12879-BHL040517-GBD24644_8622-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATAATTTATTTTTGGAGCCTGAACAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACGCTGGTTCTTAAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTTAAATAACATTCCCCCCAA

TAAATAAAAAAAGGTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12883 Psectrocladius sp. water mite diet isolate 12883-BHL040517-GBD3370_9884-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCTGGATCCTTACTCGGAGACTATCAAATTTATAATTTAATTGTTACCGTTCACGCTTTTGTAATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTAATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12888 Chironominae sp. water mite diet isolate 12888-BHL040517-GBD26121_6896-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGTTAATTCGAGCAGAACTCGGACGA

CCTGGTTCTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCATTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACTCTATTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12891 Psectrocladius sp. water mite diet isolate 12891-BHL040517-GBD11337_24752-Ldc36 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACATCTTTAGGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCACCAGATATAGCATTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATCATCTAGCACACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1290 Chironominae sp. water mite diet isolate 1290-BHL110116-GBD15379_19908-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTTGGGACATCACTTAGTATATTAATTCGAGCGGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTGTCTAGCACAGTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12902 Chironomidae sp. water mite diet isolate 12902-BHL040517-GBD24596_25064-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ACGCAGGCTCATTAATTGGAGAAGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATATTAATAGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTTCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACCTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12903 Nais christinae water mite diet isolate 12903-BHL040517-GBD7551_11822-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTTTATCTAATTTTAGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGATTACTTATTCGAATTGAGTTATCAC

AACCAGGATCATTTCTTGGAAGAGATCAATTATATAATACTCTTGTAACAGCACATGCATTCTTAATAATTTTCTTCTTAG

TAATACCTGTATTTATTGGAGGGTTCGGAAACTGACTTCTTCCACTAATATTAGGTGCTGCTGATATAGCATTTCCTCGAT

TAAATAATCTTAGATTTTGACTACTACCACCTTCATTAATTCTATTAATTTCTTCTGCAGCAGTAGAAAAATGGAACTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID LT903844, identified in GenBank as 

Nais christinae. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL12904 Chironomidae sp. water mite diet isolate 12904-BHL040517-GBD11175_3459-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCTTTAATTGGAGACGATCAAATTTATAAAGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12905 Chironomidae sp. water mite diet isolate 12905-BHL040517-GBD21103_4924-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATGCTAATTCGAGCAGAATTAGGAC

ATGCAGGTTCATTAATTGGAGAAGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCTGACATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATCGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12906 Chironomidae sp.  water mite diet isolate 12906-BHL040517-GBD12420_19749-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATGGT

TATACCAATCTTAATTGGAGGAATTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATACGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTCTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12908 Chironomidae sp. water mite diet isolate 12908-BHL040517-GBD27139_16617-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTCTTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTATGAATTCTAAATCGAACAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACTATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTAGAAGCTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12909 Chironomidae sp. water mite diet isolate 12909-BHL040517-GBD7493_26123-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGTAACTTCTTTAAGAATTCTAATTCGAGTATAATTTGGACA

TGCAGGATCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTGCAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAAATGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12910 Orthocladiinae sp.  water mite diet isolate 12910-BHL040517-GBD15827_28362-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTCTAATATTAGGAGCACCTGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTTTGACTGTTGCCCCCATCATTAACTTTATTATTATCTAGAACAATTGTGGAAAATGGAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12911 Chironomidae sp. water mite diet isolate 12911-BHL040517-GBD23660_15613-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTCGATCAGGTATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGATTTCGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATATTGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTCTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12913 Chironomidae sp. water mite diet isolate 12913-BHL040517-GBD13068_16121-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGTATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGCATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAATTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCAACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCGTCATTAGCTTTATTATTATCTAGAGCAATTGTGGAAAATGGAGCTGAAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12914 Chironomidae sp. water mite diet isolate 12914-BHL040517-GBD20561_27794-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTTGGACA

TGCAGGCTCATTAATTGGAGAAGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACAAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGAACCTGAGATGGCTTTCCCACGA

ATAAATAATATAAGTTCTTGATTGTTGCCCACATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12915 Chironomidae sp. water mite diet isolate 12915-BHL040517-GBD28571_10493-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGTAACTTCTTTAAGAATTCCAATTCGAGCAGACTTAGGACC

TGCATGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATCATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCATCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12917 Chironomidae sp. water mite diet isolate 12917-BHL040517-GBD26734_8134-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTTATTAATTGGAGACGTTCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAAATGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAAAAAAAAAAGTTTTTGATTGTTGCCCCCATCATTAACTTGATTATAATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12918 Chironomidae sp.  water mite diet isolate 12918-BHL040517-GBD14509_5905-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAG

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACATCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAACTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCACCATCATTAACGTTATTATTATCTAAATCAATTGTGGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12919 Chironomidae sp. water mite diet isolate 12919-BHL040517-GBD8921_25200-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGTTCATTAATTGGAGACGATCAAATTTATAATATAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAAGATTTGGCAACTGGCTAGTTCCTTTAATATTATGAGCACCTGATATGGCTTTCCCACGAA

TAAATAAAATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12920 Chironomidae sp.  water mite diet isolate 12920-BHL040517-GBD13454_19389-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGGATTCTAATTCGACTAGAATTAGGACATGCAG

GCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGTTATAC

CAATCTTATTTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAAT

AATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12921 Orthocladiinae sp.  water mite diet isolate 12921-BHL040517-GBD9619_11806-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTATTTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGTT

ATACCAATGTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAAGATAAGTTTTTGATTGTAGCCCCCATCATTAACTTTATTATTATCTAGAACAATTGTGGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR513498, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12922 Chironomidae sp. water mite diet isolate 12922-BHL040517-GBD7803_18142-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTGGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAGGACAT

GCAGGATCATTAATTGGAGAAGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTGCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAACAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12925 Orthocladiinae sp. water mite diet isolate 12925-BHL040517-GBD22414_3614-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGAACAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAATTTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGA

ATAAATAATATAAGATTTTGATTATTACCCCCATCATTAACTTTATTATTATCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12926 Chironomidae sp. water mite diet isolate 12926-BHL040517-GBD23351_11971-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGCGCGGAATTAGGACT

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTTTTATAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGCAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGGTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12927 Orthocladiinae sp. water mite diet isolate 12927-BHL040517-GBD27702_17009-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTAATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTTGAGCTGAATTAGGACA

TGCAGGCTCATTAATTGGAGACTATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAACAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12928 Chironomidae sp. water mite diet isolate 12928-BHL040517-GBD6603_19638-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTATTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGTTTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAGTATAAGTTTTTGATTGTAGCCCCCATCATTAAAATTATTATGATCTAGAACAATTGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12929 Chironomidae sp. water mite diet isolate 12929-BHL040517-GBD2214_16463-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GACACTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACATCTTTAAGAATATTAAATCGAGCAGAATTAGGAC

ATCCAGGAACATTGATTGGGGATGATCAAATTTACAATGTAATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAAATGGTGGGTTTGGAAATTGGCTTTTACCTTTAATACTCGGGGCCCCTGATATAGCCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KP043758, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12930 Chironomidae sp.  water mite diet isolate 12930-BHL040517-GBD19967_26694-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATAAGGAATAGTTGGAACTTCTTTAAGAATTCAAATTCGAGCAGAATTAGGAC

ATGAAGGCTAATTAATTGGAGACGATCAAATTTATAATGTAATTGTAAAAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12932 Chironomidae sp. water mite diet isolate 12932-BHL040517-GBD7156_16757-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGTTCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGCATTATGACA

TGCAGGCTCATTAATTGGAGACGATCATATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACGGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATCGTTGCCCCCATCAGTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12933 Chironomidae sp. water mite diet isolate 12933-BHL040517-GBD13654_5504-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCTAATTTATAATGTAATTGTTACAGCTCATGCGTTTTTCATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGAATTGGAAACTGACTAGTTCCTTTAATATTAGGAGCAACTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12934 Chironomus riparius water mite diet isolate 12934-BHL040517-GBD16152_19231-Ldc61 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12935 Chironomidae sp. water mite diet isolate 12935-BHL040517-GBD24297_6794-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTTGGACA

TGCAGGTTCATTAACTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCCTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12938 Chironomidae sp.  water mite diet isolate 12938-BHL040517-GBD11044_12275-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAGTTAGGACATGCA

GGCTCATTAATTGGAGACGATCAGATTTATAATGTAATTGTTACAGCTCATGCTTTTGCTATAATTTTTTTTTATAGTTATA

CCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATAGGGCTTTCCCACGAATAAA

TAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12939 Orthocladiinae sp. water mite diet isolate 12939-BHL040517-GBD6032_20485-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGATCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACGCTGGT

TCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGTTATATCA

ATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAATAA

TATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12942 Chironomidae sp.  water mite diet isolate 12942-BHL040517-GBD17565_4525-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAAATCGAGCAGAAGTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAGTATTAGGAGCTCCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTACCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12944 Chironomidae sp. water mite diet isolate 12944-BHL040517-GBD29029_18982-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACC

TGCAGGATCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGAGATGGCATTCCCACGA

ATAAATAATATAAGTTTTTAATTGTTGCCCCCATCAGTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12946 Chironomidae sp.  water mite diet isolate 12946-BHL040517-GBD4666_22662-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGAGCAAATTTATAATGTAATTGTTACAGTTCATTCTTTTGTCATAATTTTTTTTTATAG

TTATACCAATCTTATTTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAAGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12948 Chironominae sp.  water mite diet isolate 12948-BHL040517-GBD5021_6579-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTATGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCGCTGCGTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12949 Chironomidae sp.  water mite diet isolate 12949-BHL040517-GBD26027_12958-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGTACTTCTTTAGGAATTCTAATTCGAGCAGAATTAGGACAC

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGTT

ACACCAATCTTAATTGGAGGATTTAGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATGAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12950 Chironomidae sp. water mite diet isolate 12950-BHL040517-GBD27551_14903-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCGGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGAACAAATTTATAATGTAATTGTTACAGCTCATGCCTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCTCCTGATATGGCTTTCCGACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12951 Chironomidae sp. water mite diet isolate 12951-BHL040517-GBD11269_26460-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATGTTCGGAGCTTGATCGGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGGC

ATGAAGGCTCATTAATTGGAAACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTATA

GTTATACCAGTCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTCTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCAGCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12952 Chironomidae sp.  water mite diet isolate 12952-BHL040517-GBD19802_21246-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCCGCAATCGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTCGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACAAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12953 Chironomidae sp. water mite diet isolate 12953-BHL040517-GBD15485_10384-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCATGCAG

GTTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGTTATAC

CAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAAT

AATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12954 Chironomidae sp. water mite diet isolate 12954-BHL040517-GBD5882_24710-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

TGCTGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCGCGCTTTTGTAATAATTTTTTTTTATAGT

TATGCCAATCTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAAATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12955 Chironomidae sp. water mite diet isolate 12955-BHL040517-GBD14622_18532-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAGTAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAGGACAT

GCAGGATCATTAATTGGAGACGAACAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATTTCAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12957 Chironomidae sp. water mite diet isolate 12957-BHL040517-GBD19063_3116-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTGTTTAAGAATTCTAATTCGAGTAGAATTAGGAC

ATGCAGGCTCATTACTTGGAGACGATCAAATTTATAATGAAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCATTTAATATTAAGAGCACCTGATATGGCTTTCCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTACCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12958 Chironomidae sp. water mite diet isolate 12958-BHL040517-GBD4715_11547-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTCATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTACACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCAACTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGACCCCATCATTAAAATTATGATTATCTAGATCAATTGTGGAAAAGGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12959 Chironomidae sp. water mite diet isolate 12959-BHL040517-GBD25145_17575-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGAAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTTTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTTGAGGATTTGGAAACTTACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAAA

AAAAATATAAGTTTTTGAATGTTGCCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12960 Orthocladiinae sp. water mite diet isolate 12960-BHL040517-GBD15682_6387-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAATAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCACATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTATTAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTCCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12961 Chironomidae sp. water mite diet isolate 12961-BHL040517-GBD27618_20398-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTCTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAGGACAT

GCAGGCTCATTAATTAGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCCTTTGTAATAATTTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAGT

AAATAATATAAGTTTTCGATTGTTGCCCCCATCATTAACTTAATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12964 Psectrocladius sp. water mite diet isolate 12964-BHL040517-GBD27173_23164-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATGCAGT

CTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTAATACC

TATTTTAATTGGAGGATTTGGAAATTGACTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAAATA

ATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAACTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KR761745, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12965 Chironomidae sp. water mite diet isolate 12965-BHL040517-GBD19710_5936-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACGTCTTTAAGAATTCTAATTCGAACAGAATTAGGAC

ATGCAGGCCCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATGTGGCTTTCCCACG

AATAAATAATGTAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTATGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12966 Chironomidae sp. water mite diet isolate 12966-BHL040517-GBD21018_12864-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTATAATTCGAGCAGTATTAGGACA

TGCAGGCTCATTAATTGGAGACAATAAAATTTATAATGTAATTGTTAAAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATATTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAGTATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12968 Chironomidae sp. water mite diet isolate 12968-BHL040517-GBD19044_3126-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGCACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGGTTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGAAAAGGCTTTCCCCGCG

AATAAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12971 Chironomidae sp. water mite diet isolate 12971-BHL040517-GBD13708_19755-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGCTCCGGAATAGTTGTAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTATTTGATTGTTGCGCCCATCATTAACTTTATAATTATCTAGATCAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12972 Orthocladiinae sp. water mite diet isolate 12972-BHL040517-GBD25641_11149-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATTAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGATGATCAAATTTTTAATGTAATTGTTACAGCTCATGCTTTTGTAATATTTTTTTTTATAGTT

ATATCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTTAATATTAGGAGCACCGGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGCTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12974 Chironomidae sp. water mite diet isolate 12974-BHL040517-GBD7812_18509-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCTGAATTAGGACA

AGGAGGCTCATTAATTGGAGAAGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATCATCTGGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12977 Chironomidae sp. water mite diet isolate 12977-BHL040517-GBD2621_16437-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTCTCGGAGCTTGATCAGGAATAGTTTGAACTTCTTTAAGAATTCTAATTCGAGAAGAATTAGGACA

TGCAAGCTCATTAATTGGATACGATCAAATTTATAATGTAATTGTTACATCTCATGCTTTTGGAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL12978 Chironomidae sp. water mite diet isolate 12978-BHL040517-GBD22379_8341-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTATTTTCGGAGTTTGATCAGGAATAGTTGGAACTTCTTCTAGAATTCTAATTCGAGTTGAATTAGGACAT

ACAGGCTCATTAATTGGAGACGATCAAATTTATAATGTACTTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAAATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12979 Chironomidae sp.  water mite diet isolate 12979-BHL040517-GBD9677_12704-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGACTTAGGACA

TGCAGGTTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTATGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGACACTGACTAGTTCCTTCAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12981 Chironomidae sp. water mite diet isolate 12981-BHL040517-GBD2740_18638-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGAAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAAGTAGGAC

ATGCAGGCTCATTATTTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCCTAATTGGATGATATGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGGTATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGCGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12983 Chironomidae sp. water mite diet isolate 12983-BHL040517-GBD23673_24793-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTACTTCGAGCAGAACTCGGTCAC

GCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTCCCGTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCTCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12987 Chironomidae sp. water mite diet isolate 12987-BHL040517-GBD16679_12831-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAATTGGAACTTCTTTTAGAATTCTAATTCGAGTAGAATTATGACAT

GCAGGCTCATTCTTAGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTTTAATAATTTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTGTTGCCACCATCATTAACCTTATTATTATCTAGAGCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12988 Chironomidae sp. water mite diet isolate 12988-BHL040517-GBD12135_2148-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAATTTTATAATGTCATTATTACAGCTCATGCTTTTGTAATATTTTTTTTTTATAGT

TATACCAAACTTAATTGGAGGATTTGGAAGCTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTGTGATTGTTGCCCCCAGCATTAACTTTAGTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12989 Chironomidae sp. water mite diet isolate 12989-BHL040517-GBD15440_18966-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTTCGGATCTTGATCAGGAGTAGTTGGAACTTCTTTGAGAATTCTAATTCGAGCTGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTATTGATTGTTGCCCCCATCATTAACATTATTATTATCCAGAGCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12991 Chironomidae sp. water mite diet isolate 12991-BHL040517-GBD18134_3545-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTGTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCTAAGTTATAATGTAATGGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATAACAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCCCCTGACATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL12993 Chironomidae sp. water mite diet isolate 12993-BHL040517-GBD9904_10966-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACGTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATTAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAAATTTTTTTTATA

GTTATACCAATCTTAATAAGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGAATGTTGCCCCCATCATTAACTTTATTATTATCTAGATTAAGTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1300 Chironominae sp.  water mite diet isolate 1300-BHL110116-GBD25003_9742-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTGCTGCCCCCTTCTTTAACTCTATTACTATCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13000 Chironomidae sp. water mite diet isolate 13000-BHL040517-GBD19691_5931-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGGAGGCTCATTAATTGGAGACAATCAAATTTATAATGTAATTGTTACAGCCCATGTTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTCACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTAGCCCCCATCATTAACTTTATTATTATCTAGATTAATTATGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13001 Dicrotendipes sp.  water mite diet isolate 13001-BHL040517-GBD23126_20535-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGACATTGATTAGTCCCTTTAATATTAGGAGTCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTCTCTGACTATTACCTCCTTCTCTAACCCGTCTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13002 Chironomidae sp. water mite diet isolate 13002-BHL040517-GBD27638_19234-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAA

ATGCAGGCTCATTAATTAGAGAAGAACAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAAATTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAGCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13003 Orthocladiinae sp. water mite diet isolate 13003-BHL040517-GBD25925_6218-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGAAATAATTTTTTTTTATA

GTTATACCTTTTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAACAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13004 Chironomidae sp. water mite diet isolate 13004-BHL040517-GBD23607_20649-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCATGAATAGTTGGAACTTCTTTAAGACTTCTAATTCGAGCAGACTTAGGACA

TGAAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGAGTTGGACACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAGCAATTGTGGAAAATGGAGCGGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13009 Chironomidae sp. water mite diet isolate 13009-BHL040517-GBD11695_11091-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATGATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTATAAGAACCTGGTATGGCTTTCCCACGAATA

AATAATATAAATTTTTGATTGTTGCCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13011 Chironomidae sp. water mite diet isolate 13011-BHL040517-GBD5487_11909-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTCGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGAC

ATCCTGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGACTGTTGCCCCCATCATTAACATTATTATTAGCTAGAACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13013 Chironomidae sp. water mite diet isolate 13013-BHL040517-GBD28034_19723-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAACTTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATAATAGGAGCACCTGATATGGCTTTCCCACGAAT

AAAAAAAATAAGTATTTGATTTTTGCCCCCCATCATTAACTTTATTATTATCTGGAGCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13016 Chironomidae sp.  water mite diet isolate 13016-BHL040517-GBD6928_9867-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTCTTTTATTTTCGGCGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAACTCGGGCAGAATTAGGAC

ATGCATGCTCATTCATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13019 Chironomidae sp.  water mite diet isolate 13019-BHL040517-GBD19928_22212-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATAAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAGTTGGAGACGATCAAATTTATACTGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATG

ATTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGTTTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13020 Chironomidae sp. water mite diet isolate 13020-BHL040517-GBD24670_24867-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAGTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTATTTAAGAATTCTAATTCGAGTAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGATTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGTAGGATTTGAAAACTGACTAGTTCCTCTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

GCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13021 Chironomidae sp. water mite diet isolate 13021-BHL040517-GBD28061_12771-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTAGGAGCTTGACCAGGAATAGTTGGAACTTCTTTAAGAATTCTAAATCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACAATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTTTAATAATTTTTTTTTATAG

GTATACCAATCTTAATTAAAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13024 Orthocladiinae sp.  water mite diet isolate 13024-BHL040517-GBD7543_17009-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATATTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGGTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTTTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACTTGATATAGCTTTCCCACGAAT

AAATAACATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAACAATTGTGGAAAATGGAGCTGGAG

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13029 Chironomidae sp. water mite diet isolate 13029-BHL040517-GBD23257_25531-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGTAACTTCTTTAAGAATGCTAATTCGAGCGGAATTAGGACA

TGCAGGCTCATTAATTGGAGAAGATCAAATATATAATGTAATTTTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13030 Chironomidae sp. water mite diet isolate 13030-BHL040517-GBD4697_19900-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCATGATCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGACTTTTCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTATCCTTATTATCATCTAGATCAATTGCGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13032 Chironomidae sp. water mite diet isolate 13032-BHL040517-GBD27571_16371-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTTTTTTATTTTCGGAGCTTGATTAGGAATAGTTGGTACTTCTTTAAGAATTCTAGTTCGCGCAGAATTAGGACAT

GCAGACTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGTT

ATACCGATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13034 Chironomidae sp. water mite diet isolate 13034-BHL040517-GBD4306_15515-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTTTTACAGGTCAAGCTTTTGTAATAATTTTTTTTTATAATT

ATACCATTCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGACTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTTTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13035 Chironomidae sp. water mite diet isolate 13035-BHL040517-GBD23568_26519-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATTCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATATTAATTGGAGGATTTGGAAACTGACTAGTACCTTTAATATTAGGAGCTCCTGATATGGCTTTCCCACGAC

TAAACAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTCGATCAATTGTGTAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13045 Chironomidae sp. water mite diet isolate 13045-BHL040517-GBD27423_13265-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGTAGCTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGAACAAATTTATAATGTAATTGTTCCAGCTCATGCTTTTATAATAATTTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTCTCCCACGAAT

AAATAATATAAGTTGTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13046 Chironomidae sp. water mite diet isolate 13046-BHL040517-GBD6377_14081-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCCGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAGGACA

TGCAGGCTCATTACTTGGAAACGATCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTCTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCACCATCATTAACTTTATTATAATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13047 Chironomidae sp.  water mite diet isolate 13047-BHL040517-GBD5563_20680-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCAGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAAATCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGATCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTGTGATTGTGGCCCCCATCATTAACTTAATTATTATCTAGAGCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13051 Chironomidae sp. water mite diet isolate 13051-BHL040517-GBD17013_21689-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

TGAAGGTTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATCTTAATTGGAGGATTCGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAACTCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13055 Chironomidae sp. water mite diet isolate 13055-BHL040517-GBD10587_11204-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTATCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTAGCCCAAATCATGAACATTATTATGAACTAGATCAATTGTGGAAAATGGAGCAGG

AAAAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13061 Chironomidae sp. water mite diet isolate 13061-BHL040517-GBD11397_15291-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGTTCAGGAATAGTTGGAACTTCTTTATGAATTCTAATTCGCGCTGAATTAGGTCA

TGCAGGCTCATTAATTTGAGACGATCAATTTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATATTTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13062 Orthocladiinae sp. water mite diet isolate 13062-BHL040517-GBD13690_13205-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTACTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAGGACA

TGCAGGCTCATTCATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAAAAATAAAAATTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGGGGAAAATGGAGCCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13065 Chironomidae sp.  water mite diet isolate 13065-BHL040517-GBD19255_21567-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATAAGGTATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGACA

TCCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCCCGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATAGTGGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13069 Chironomidae sp. water mite diet isolate 13069-BHL040517-GBD20489_3317-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCCGGAATAGTTGGAACTTCTTTAAGAATGCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTCATTGGAGACGATCAAATTTATAATGTAATTGTTACAACTAATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATGGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTCTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1307 Chironomidae sp. water mite diet isolate 1307-BHL110116-GBD18029_2086-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGAGAATAGTAAGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGGGAAGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCCCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13070 Chironomidae sp. water mite diet isolate 13070-BHL040517-GBD20803_27040-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAGGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGATCATTAATTGGAGACAATCAAATTTATAATGTAATTGTTACAGCTCATGCCTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAATCTGACTAGTTCCTTTAATATTAGGAGCAACTGATATGGCTCTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCTCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13071 Chironomidae sp. water mite diet isolate 13071-BHL040517-GBD14830_2986-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTGTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATGAGTAC

ATGCAGGCTCATTAATTGGAGACGATCTAATTTATAATGTAATTGTTACAGCACATGCTTGTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTCGATCAATTGTGTAAAATGGCGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13072 Chironomidae sp. water mite diet isolate 13072-BHL040517-GBD12489_27307-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAACTGAATAGTTCCTTTAATATTAGGTGCACCTGATATGGCCTTCCCACGAA

AAAATAAAATAAGGTTTTGATTGTTGCCCCCCTCATTAAATTTATTATTATCTAGATCAATTGGGAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13073 Chironomidae sp. water mite diet isolate 13073-BHL040517-GBD14912_6165-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCATGCTCATTTATTTGAGACGATCTAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGTAGGATTTGGAAACTGACTAGTTCCTTTATTATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCTCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13075 Chironomidae sp. water mite diet isolate 13075-BHL040517-GBD10195_12510-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTCGGAGTTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAATAGAATTATGACA

TGCAGGCTCATTAATTGGAGGCGAACAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTATAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13076 Chironomidae sp. water mite diet isolate 13076-BHL040517-GBD6130_12236-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGCATTGGGACAT

GCAGGCTCATTAATTGGAGACGATCATATTTATAATGTAATTGTTCCAGCTCATGCTTTTGTAATAATTTTTTTTTATAGTT

AGACCAATCGTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTAGCCCCCATCATTAACTTTATTATTATCTAGAGCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13077 Chironomidae sp. water mite diet isolate 13077-BHL040517-GBD27653_15547-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGACCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGCCGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTATATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAAGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGGTTTTGATTGTTGCCCCCAGCATTAACTTTATTATTATCTAGAGCAATTGT-

GAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13079 Chironomidae sp.  water mite diet isolate 13079-BHL040517-GBD20007_2179-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTACGAATTCTAATTCGAGCAGAATTAGGCCA

TGCAGGATCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCAGTAACATTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13084 Chironomidae sp. water mite diet isolate 13084-BHL040517-GBD25174_5752-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATTAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATATTAATTGGATGTTTTGGAAACTGATTAGTTCCTTTAATTTTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTACTATTATCTAGATCATTTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13087 Chironomidae sp. water mite diet isolate 13087-BHL040517-GBD25391_10577-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGTACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAATTGACTAGTACCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTGTTTGATTGTTGCCCCCATCATTAACTTAATTATTATCTCGAACAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13089 Orthocladiinae sp. water mite diet isolate 13089-BHL040517-GBD18579_27293-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTGGAGCAGAATTAGGACA

TGCAGTCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTGCCCACGAA

TAAATAATATAAGTTTTGGATTGTAGCCCCCAGCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13096 Chironomidae sp. water mite diet isolate 13096-BHL040517-GBD10964_28307-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAACAATATAAGTTTTTGATCGTGGCCCCCATCATTAACTTTATTATAATCTAAAGCAATTGTGGAAAATGGAGCTG

GAACA

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13099 Chironomidae sp. water mite diet isolate 13099-BHL040517-GBD9247_15442-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAATTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACC

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAAAGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCCTTAATATTAGGAGCACCTGGTATGGCTTTCCAACGA

ATAAATAATATAAGTCTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1310 Chironominae sp.  water mite diet isolate 1310-BHL110116-GBD11775_28135-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTCTAATTGGTGGATTAGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTTCCACGAATA

AATAATATGAGATTTTGATTACTTCCCCCCTTCTTTAACTCTTCTTCTATCTAGCGCAATTGTAGAAAATGGAGCTGGAAC

A

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13101 Chironomidae sp. water mite diet isolate 13101-BHL040517-GBD28209_11359-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCATGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTGGGAGCACCTGATATGACTTTCCCACGA

ATAAATAATATAAGTTTTTGACTATTTCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13108 Chironomidae sp. water mite diet isolate 13108-BHL040517-GBD7288_14360-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTTATCAGGAATAGTTGGAACTTCTTTAAGACTTCTAATTCGAGTAGAATTATGACAT

GCAGGCTCATTAATTGGAGACGATCAATTTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCAATCTTAATTGGAGGAGTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACGTTATTATAATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13111 Chironomidae sp. water mite diet isolate 13111-BHL040517-GBD9168_26534-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

TGCAGGTTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCCCCTGATATTGCTTTCCCACGAATA

AATAATATAAGTTTTTTATTGTTGCCCCCATCATTAACTTTATTATTATCTTGATCAATTGTGTAAAATGGAGCTGGGACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13114 Chironomidae sp. water mite diet isolate 13114-BHL040517-GBD4206_7727-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGACTTCTAATTCGCGCATAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACATCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCAATCTTAATTGGAGGAATTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTGTCCCACGAATA

AATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAACAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13118 Chironomidae sp.  water mite diet isolate 13118-BHL040517-GBD7145_23098-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACTTCCCTAAGAATACTAATTCATGCTGAATTAGGT

CACCCAGGAACATTCATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTATCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTATTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13119 Chironomidae sp. water mite diet isolate 13119-BHL040517-GBD15264_21224-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGA-

TTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTCTCCCACGAATAAATAATATAAGATTCTGACTA

CTACCACCTTCACTAATCCTATTAGTTTCTTCTGCGGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1312 Chironomidae sp.  water mite diet isolate 1312-BHL110116-GBD9361_4130-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGAGGCTCCTGAGATAGCTTTTCCGCGAC

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTGGCTTTAAACAAGAGCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13122 Orthocladiinae sp. water mite diet isolate 13122-BHL040517-GBD23755_21940-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGATGGAACTTCTTTAAGAATTCTCATTCGAGCAGAATTAGGCTA

TGCAGGCTCATTAATTGGAGATGATCAGATTTATAATGTAATTGTTACAGCTCATGCTTTTCTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTAGTATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATTAATTGT-

GAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13123 Chironomidae sp. water mite diet isolate 13123-BHL040517-GBD14275_11210-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGTAAACTGACTAGTTCCTTTAATAATAGTAGCACCTGATATTGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTGATTATCATCTAGAGCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13133 Chironomidae sp. water mite diet isolate 13133-BHL040517-GBD24119_11749-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGGATTAATATTTCGAGCAGAATTAGGA

CCTACAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTTTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAACAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13135 Chironomidae sp.  water mite diet isolate 13135-BHL040517-GBD4178_8782-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTACTTCGAGCAGAATTAGGACA

TGCAGGTTCATTAATTGGAGACGATCAAATTTATCATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGATACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATAGAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATAAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13139 Chironomidae sp. water mite diet isolate 13139-BHL040517-GBD18836_25546-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATTATAATTGGAAGATGTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGAGTGTTGCCCCCAGCATTAACTTTATTATAATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13145 Chironomidae sp. water mite diet isolate 13145-BHL040517-GBD17608_1913-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTTCGGAGCTTGTCCAGGAATAGTTGGAACTTCTTTATGAATTCTATTTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGACCCCATCATTAACTTTATTATTATCTAGAACAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13149 Chironomidae sp. water mite diet isolate 13149-BHL040517-GBD25722_10895-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTAGAGCAGAATTAGGAC

ATGCAGGCTCATTCATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTAATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTATTTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACATGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCACCAGCATTAACTTTATTATAATCTAGATCAATTGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13150 Chironomidae sp. water mite diet isolate 13150-BHL040517-GBD26293_9089-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACATCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGAAGCACCTGATATGGCTTTCCCACGAA

AAAAAAATAAAAGTTTTGGATGGTTG-

CCCCATCATTAACTGTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13151 Chironomidae sp. water mite diet isolate 13151-BHL040517-GBD17446_17006-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCTGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGCAGAATTAGGACA

TGAAGGCTCATTAATTGGAGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGGCTAATTCCTTTAATATTAGGAGCACCTGATATGACTTTCCCACGAAT

AAATAATATAAATTTTTGATTGTTGCCCCCCATCATTAACTTTATTATTAGCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13155 Chironomidae sp. water mite diet isolate 13155-BHL040517-GBD22243_20780-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTTATAGTT

ATGCCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAACAATATAAGGTTTTGAATATTGCCCCCATCATTAACTTTATTATTATCTAGAACAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13156 Chironomidae sp. water mite diet isolate 13156-BHL040517-GBD15861_24962-Ldc61 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAGGACA

TGCAGGCCCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGAAGGATTTGGAAAATGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTGGCACCAATAAGTAACTTGATTATTATCTAGAACAATTATGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1316 Chironomidae sp.  water mite diet isolate 1316-BHL110116-GBD16680_9094-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGCACTTCTTTAAGTATTTTAATTCGACTAGAACTTGGACA

CCCAGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAATACCTTTGATATTAGGAGCTCCAGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13165 Paratanytarsus sp.  water mite diet isolate 13165-BHL040517-GBD11200_6426-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTATGTCA

CCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGGGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAAAAGATTAGTGGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13166 Cricotopus sp.  water mite diet isolate 13166-BHL040517-GBD13709_27166-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGGTTATTACCCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13167 Chironomidae sp. water mite diet isolate 13167-BHL040517-GBD29064_17182-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGT

ATAAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGGAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13168 Paratanytarsus sp. water mite diet isolate 13168-BHL040517-GBD20982_17594-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTTGTCAGTAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

TCCTGTAACATTTATTGGAGATTACCAAAACTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGAAGCTCCCGAGATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCAACTTTAACCCTACTTCTATCAAGAAGATTAGTGGAAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13169 Chironomidae sp. water mite diet isolate 13169-BHL040517-GBD15513_25242-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGGCAC

CCTGGAACATTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTATGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13170 Psectrocladius sp. water mite diet isolate 13170-BHL040517-GBD13531_15790-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATATTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13171 Chironomidae sp.  water mite diet isolate 13171-BHL040517-GBD21461_21508-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTCATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGTTGAATTAGGAC

ATCCGGGTACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTTTAATTTTTTTTTTATA

GTTATACCAATTTTAATTGTAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13172 Paratanytarsus sp. water mite diet isolate 13172-BHL040517-GBD21196_5498-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACC

CAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR740890, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13173 Paratanytarsus sp.  water mite diet isolate 13173-BHL040517-GBD6903_8776-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAAAAATAATCGGAACATCCCTAAGTATACTAATTCGAGAAAAATTAGGGC

GCCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATATTTTTTTTTTTATA

GTTATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCCTTTCCCCGT

ATAAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR639844, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13174 Paratanytarsus sp. water mite diet isolate 13174-BHL040517-GBD18590_24438-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAATATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCCTTTCCCCGT

ATAAATAACATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAATTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13175 Chironomidae sp.  water mite diet isolate 13175-BHL040517-GBD23419_9819-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGATTATTATTTCGAGCTGAATTAGTA

CATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATAACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13176 Chironomidae sp. water mite diet isolate 13176-BHL040517-GBD9835_10993-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13177 Chironomidae sp.  water mite diet isolate 13177-BHL040517-GBD16603_6504-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCCCGATCAGGAATAGTTGGTACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACAT

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCATATGCTTTCATTATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGTAATTGATGCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13178 Chironomidae sp. water mite diet isolate 13178-BHL040517-GBD25802_19846-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCCCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13179 Chironomidae sp.  water mite diet isolate 13179-BHL040517-GBD6608_19722-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCCTGGTCAGGAATAATCGGAACATCCTTAAGAATATTAATTCGAGCTGAATTAGGA

CATCCTGGTACTTTTATTGGAGATGATCAAATTTGTAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13180 Chironomidae sp.  water mite diet isolate 13180-BHL040517-GBD19950_28330-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGGGCTGAATTACGAC

ATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAACCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTATCAAAAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13181 Diptera sp. water mite diet isolate 13181-BHL040517-GBD3205_13714-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATT

TTTAATTCGAGCAGAACTCGGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAGTTGTTACCGCTCACG

CTTTTGTAATAATTTTTTTTATAGTGATACCTATTCTAATTGGAGGGTTTGGAAATTGTTTAGTTCCTCTAATATTGGGAGC

CCCTGATATAGCATTCCCTCGAATAAATAGTATAAGTTTTTGATTATTTACCCCCATCTCTAACATTATTACTTTCAAGAAG

TATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID KM455055, identified in GenBank 

as Philophylla caesio. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13182 Chironomidae sp.  water mite diet isolate 13182-BHL040517-GBD20197_11261-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTTGGAC

ATCCTGGTACTTTTATTGGAGATGACCATATTTATAATGTAATTGTTACCGCACATGCTTTTATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTTCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13183 Chironomus riparius water mite diet isolate 13183-BHL040517-GBD5566_24857-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATCTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

TCATAGTTATACCATTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13184 Paratanytarsus sp. water mite diet isolate 13184-BHL040517-GBD14387_7700-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTCTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCAATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KM994688, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13185 Chironomidae sp.  water mite diet isolate 13185-BHL040517-GBD24277_12824-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACATCCT

GGTACTTTTATTTGAGATGATCAAATTTATAATGTAATTGTCACTGCACATGCTTTCATTATAATTTTTTTTATAGTTATAC

CAATTTTTTTTTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13186 Paratanytarsus sp. water mite diet isolate 13186-BHL040517-GBD12901_21213-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTTTATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATCAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13187 Paratanytarsus sp.  water mite diet isolate 13187-BHL040517-GBD14514_16401-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGGACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGGGCTTTTGGGAATTGACTTCTTCCTTTAATATTAGAAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAGCATAAGGTTTTGATTACTTCCCCCATCTTTAACCCTGCCTCTATCAAAAAGATTAGTGGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13188 Chironomidae sp. water mite diet isolate 13188-BHL040517-GBD20632_19757-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGTGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13189 Orthocladius sp. water mite diet isolate 13189-BHL040517-GBD8092_13392-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATCAATTCGAGCTGAATTAGGACATC

CTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID JF870185, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13190 Chironomidae sp.  water mite diet isolate 13190-BHL040517-GBD20435_9189-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTTGGAGATGATCAAATTTATATTGTAATTGTTACTGTACATGCTTTCTTTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGTTTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTTTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13192 Chironomidae sp.  water mite diet isolate 13192-BHL040517-GBD22557_24888-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTTTGAGCCTGATCAGTAATAGTTGGACCTTCCTTAAAAATATTAATTCGAGCTGAATTAGGA

CATCCTGTTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCTTTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGATTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATGATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13193 Chironomidae sp. water mite diet isolate 13193-BHL040517-GBD10070_24916-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTGCATTATATGTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTTGGAATATTAATTCGAGCTGAATTAGGA

CATCCTGGTACTTTTATTGTAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTATTGAATATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATAGTAGAAAATGAAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13194 Paratanytarsus sp.  water mite diet isolate 13194-BHL040517-GBD25950_19062-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGCG

CCCTGAAACATTTATTGGAAATGACAAATTCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATGGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTGCTATCAAAAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR742514, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13195 Paratanytarsus sp.  water mite diet isolate 13195-BHL040517-GBD26514_17486-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATGCTTAGGTATACTAATTCGAGCAGAATTATGGCAC

CCTGGAACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTT

ATACCTATTTTATTTGGGGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAAA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR753366, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13197 Chironomidae sp. water mite diet isolate 13197-BHL040517-GBD13602_4404-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGGAGCCTGAGCAGGAAGAGTTGGAACTTCCTTAAGAATATTAATGCGAGCTGAATTAGG

ACATCCTGTTACTTTTATTGGAGATGATCAATTTTAGAATGTAATTGTAACTGCACATGCTTTCATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCAAGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACAATATTACTTTCAAGAAGTATTGTAGAAAATAGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13198 Paratanytarsus sp.  water mite diet isolate 13198-BHL040517-GBD14050_21967-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATATTCGTAACATCCTTAGGTATATTAATTCAAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGGTGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATATTTTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAAAAGATTAGTGGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13199 Chironomidae sp.  water mite diet isolate 13199-BHL040517-GBD24832_14970-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTGTATTTTATTTTTGGGGCCTGATCAGGAATAGTTGGAACTTCCTTTAGAATATTAATTCAAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATAATTACTTGCAAGAAGTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13201 Chironomidae sp. water mite diet isolate 13201-BHL040517-GBD11618_2514-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAACAAATCATAAAGATATTGGCTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACAGCCTTAAGTATA

CTAATTCGAGCAGAATTAGGGCACCCTGAAACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACCGCTCATGC

TTTTGTAATAATTTTTTTTTATAGTGATACCGATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAG

CCCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGATTATTTCCCCCGTCATTAACTTTATTATTATCTAGCTC

TCTCGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID JF764756, identified in GenBank as 

Orthocladius telochaetus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL13202 Chironomidae sp.  water mite diet isolate 13202-BHL040517-GBD10791_20383-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAACGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATAAAGCTTTTCCCCGAAT

AAATAAAAAAAAGTTTTGATTATTACCCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13204 Chironomidae sp. water mite diet isolate 13204-BHL040517-GBD10229_22753-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCGGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACGCT

GGTTATTTAATCGGAGACGATCAGATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAGTTATA

CCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13205 Chironomidae sp.  water mite diet isolate 13205-BHL040517-GBD25159_22485-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGTATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGATCATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAACATTTCCTCGAAT

AAAAAATATAAGTTTTTGATTATTACCCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTATAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13206 Chironomidae sp. water mite diet isolate 13206-BHL040517-GBD7216_25358-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAAATCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAGTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGTCTCCTGATATAGCTTATCCGCGAAT

AAATAATATAAGTTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13207 Chironomidae sp. water mite diet isolate 13207-BHL040517-GBD8111_12228-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATCTTAATTCGAGCAAAACTCGGTCAA

GCTGGTTCTTTATTCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTCGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATCGGGAGCCCCTGATATAGCATTCCCTCGAATAA

AAAATATAAGTATTTGATTACTTCCCCCCGTCATTAACTTTATTATTATCTAGCGCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13208 Chironomidae sp. water mite diet isolate 13208-BHL040517-GBD7413_6120-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTCGGTCACGCT

GGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTGATA

CCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGTATTCCCTCGAATAAAT

AATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13209 Psectrocladius sp. water mite diet isolate 13209-BHL040517-GBD4895_6643-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAAAAGATTAGTGGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13210 Paratanytarsus sp. water mite diet isolate 13210-BHL040517-GBD5243_18145-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAATTAGGGCACC

CTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTTA

TACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATAA

ATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KP043139, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13212 Chironomidae sp.  water mite diet isolate 13212-BHL040517-GBD8768_14939-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCGTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTTATA

GTTATACCAATTTTTATTGGAGGCTTTGGTAATTGACTTTTGCCATTAATACTAGGAGCCCCAGATATGGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACACTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13215 Chironomidae sp. water mite diet isolate 13215-BHL040517-GBD28324_18372-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGATCATTAATCGGAAACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTATTACCTTTGATATTAGATGCTCCTGATATAGCTTTTCCGCGAA

TGAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGAAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13216 Chironomidae sp.  water mite diet isolate 13216-BHL040517-GBD27413_22174-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTAGAACTTCCTTAAGAATATTAATTCGAGCTGAATTCGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGTGCCCCAGATATAGCTTTTCCTCGAAT

AAATAAAATAAGTTTTTGATTATTACCCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13217 Chironomidae sp.  water mite diet isolate 13217-BHL040517-GBD8622_9895-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATCATGACCCCCATCTCTAACATTACTACAATCAAGAAGTAGTGTAGAAAACGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM995398, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13218 Chironomidae sp.  water mite diet isolate 13218-BHL040517-GBD8630_5715-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTGATTATATTTTATTTTTGAAGCATGATCAGGAATCGTTGGAACTTCCTTAAGAATATTAATTAGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAATAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13219 Chironomidae sp. water mite diet isolate 13219-BHL040517-GBD5849_21185-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCTGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGATGATATGGAAATTGACTAGTTCCTTTAATATTAGGAGCTCCTGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCATTTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13220 Chironomidae sp. water mite diet isolate 13220-BHL040517-GBD21739_3863-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAATTTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAGTCGTAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACTTTTGATATTAGGGGCTCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGGAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13221 Chironomidae sp.  water mite diet isolate 13221-BHL040517-GBD22318_19880-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGG

TCACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13222 Chironomidae sp.  water mite diet isolate 13222-BHL040517-GBD18000_28947-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGCATATTAATTCGAGCTGAATTAGGAC

ATCCTGTTACCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTATTACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTGTTACCCCCATCGCTAACATTATTACTTTCAAGAAGTATTGTAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13223 Chironomidae sp. water mite diet isolate 13223-BHL040517-GBD19546_21884-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGTTGAATTAGGAC

ATCCTGGTACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGGGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTATTACCCCCATCACTAACATTATTTCTATCAAGAAGTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13225 Chironomidae sp.  water mite diet isolate 13225-BHL040517-GBD17191_5697-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCGGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGA

CATCCTGATACTTTTATTGGAGATGATCAAATTTATAATGTAATTGGTACTTCACATGCTTTCATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCGAGAAGTATTGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13227 Chironomidae sp. water mite diet isolate 13227-BHL040517-GBD28831_16501-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATTGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACTAATTTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTATTTGATAATTACCCCCATGGCGAACATGAATACGTTCAAAAAGTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13229 Psectrocladius sp. water mite diet isolate 13229-BHL040517-GBD10879_26214-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAGCATCCTTAAGTATACTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAGATTTATAATGTAATTGTTACCGCTCACGCTTTTATAATAATTTTTTTTTATAGTG

ATACCTATTATAATTGGAGGGTTTGGAAATTGATTAGTTCCTTCAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCTCCCGTCATTAACTTTATTATGATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KR761745, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13230 Diaphanosoma sp. water mite diet isolate 13230-BHL040517-GBD11548_24940-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCCTAAGTTTACTTTTTCGAGCTGAATTGGGGC

ACTGTGGCAGTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13231 Chironomidae sp.  water mite diet isolate 13231-BHL040517-GBD21829_6473-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCCTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCGCTAACATTATTAAAATCAAGAAGTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13232 Chironomidae sp.  water mite diet isolate 13232-BHL040517-GBD22997_26503-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTTGGAGCCTGATCAGGATTAGTTGGAACTTCTTTAAGAATATTAATTCGAGATGAATTAGGA

AATCCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13234 Chironomidae sp.  water mite diet isolate 13234-BHL040517-GBD7904_15842-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCATGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCGATTTTAATTGGAGGATTTGGTAATTGACTCTTGTCATTAATACTAGGAGCCTCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCAAACATTATTACGTTCAAGAAGTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13236 Paratanytarsus sp. water mite diet isolate 13236-BHL040517-GBD7086_23062-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTCTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTCAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTATAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATATTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13237 Chironomidae sp.  water mite diet isolate 13237-BHL040517-GBD25680_10538-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTAATTAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTATTGCCATTAAGACTAGGAGCCCCAGATATAGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13238 Chironomidae sp.  water mite diet isolate 13238-BHL040517-GBD19771_28401-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGTAACTTACTTATGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAAATGATCAAATTTATAATGTAATTGATACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAAGTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13239 Chironomidae sp.  water mite diet isolate 13239-BHL040517-GBD8057_25610-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAACTTATAGTGTAATTGTTACTGCACATGCGTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTCTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13241 Dicrotendipes sp.  water mite diet isolate 13241-BHL040517-GBD21213_11118-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTAGAGCTTGATCTGGATTAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAAATTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTGTTACCTCCTTCTCTGACCCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13242 Chironomidae sp. water mite diet isolate 13242-BHL040517-GBD22993_16393-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACATC

CTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCACATACTTTTGTAATAATTTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAAATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13243 Chironomidae sp. water mite diet isolate 13243-BHL040517-GBD22585_4748-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGGGATGATCAAATTTATAATGTAATTGTTACTGCACATGTTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGAATCTTGACATTAATACTAGGAGCCCCAGATATAGCTTTTCCCCGAA

AAAATAATATAAGTATTTGATTATTAACCCCATCTATAACACTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13244 Chironomidae sp. water mite diet isolate 13244-BHL040517-GBD13902_24539-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13245 Paratanytarsus sp. water mite diet isolate 13245-BHL040517-GBD23222_4788-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTGTATATTTTACTTTCGGAGCTTGCTCAGGAATAATCGTTACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGCAA

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTCAACCCTTCTGCTATCAAGAAGATTAGTGGAAAATCGAGCTGAAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13248 Chironomidae sp. water mite diet isolate 13248-BHL040517-GBD18395_27588-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAAGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACATCCT

GGTACTTTTATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTGATA

CCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAAAT

AATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCGCTCTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13249 Chironomidae sp.  water mite diet isolate 13249-BHL040517-GBD13431_23225-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAAAATTAATTCGAGCTGAATTAGGA

CATGCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTAATATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCACTAACATTATTACCATCAAGAAGTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13253 Chironomidae sp.  water mite diet isolate 13253-BHL040517-GBD29636_13842-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTTAGACTATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTCTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGACTCTAGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13254 Chironomidae sp.  water mite diet isolate 13254-BHL040517-GBD11332_3265-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGGATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCACATGCATTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTTCTGTCAAGAAGTGCTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13257 Paratanytarsus sp. water mite diet isolate 13257-BHL040517-GBD12739_28437-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCTTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCAATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAACATTAGGAGCTCCTGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACTACTATCAAGAAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13259 Chironomidae sp. water mite diet isolate 13259-BHL040517-GBD20019_20694-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGCATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTCGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCATGTCCGCGAA

TAAATAAAATAAGATTTTGATTATTACCCCCGTCAGTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAACTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13261 Chironomidae sp.  water mite diet isolate 13261-BHL040517-GBD28921_13310-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGCATCGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGATACTTTTCTTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTCTTATA

GTTATACCATTTTTAATTGGAGGATTTGGTAATTGACTTTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTGTCAAGAAGTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13262 Paratanytarsus sp. water mite diet isolate 13262-BHL040517-GBD27788_11725-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATACTTAAGTATACTAATTCGAGTAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTATTACTTTAATATTAAGAGCTCCCGATATAGCTTTTCACCGTAT

AAATAAAATAAGTTTTTGATTACTTCCTGCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGTAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13263 Paratanytarsus sp. water mite diet isolate 13263-BHL040517-GBD21654_16945-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGAATTAGGTCATGC

CGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAATTATA

CCTATTTTAATTGGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATAAA

TAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR740890, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13264 Paratanytarsus sp.  water mite diet isolate 13264-BHL040517-GBD13845_2718-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTAATTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTTGAACATTTATTGGATATGACCAAATCTATAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCATTATAGCTTTTCCCCTTATAA

ATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGCGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR742514, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13265 Chironomidae sp.  water mite diet isolate 13265-BHL040517-GBD13106_18941-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTTCTTTTATTGGAGATGATCAAATTTATAACGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTAAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGTAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13266 Chironomidae sp. water mite diet isolate 13266-BHL040517-GBD25868_24550-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATATTAATTCGAGCTGAATTAGGAC

ACCCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCGTGCCATTAATACTAGGAGCCCCAGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTATCAAGAAGTATTGTAGAAAATGAAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13269 Chironomidae sp.  water mite diet isolate 13269-BHL040517-GBD25207_20929-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGACTATTAATTCGAGCTGAATTAGAAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAGTATAAGTTTTTGATTATTACCCCCAGCTCTAACATTATTACTAGCAAGAAGTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13271 Paratanytarsus sp. water mite diet isolate 13271-BHL040517-GBD28313_20921-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAAATGACCAAATCTATAATGTAATTGTTACTGCTCATGCTTTTATTATAAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGATTTAGAAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13273 Chironomidae sp. water mite diet isolate 13273-BHL040517-GBD22955_26011-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGAACTTCCTTAAGAATTTTAATTCGAGCTGAATTCGGTC

AACCTGGTACTTTTATTGGAGATGATCAAATTTATAACGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGTGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTATCAAGAAGTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13274 Chironomidae sp.  water mite diet isolate 13274-BHL040517-GBD9821_22952-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTAAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTAGAGGATTTGGTAATTGATTCTTGCCATTAATACTAGAAGACCCAGATATAGATTTTCCTCGAA

TAAATAAAATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACGTTCAAGAAGCATTGTAGAAAATGGAGCAGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13277 Chironomidae sp.  water mite diet isolate 13277-BHL040517-GBD15329_9492-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTACTGGAGATGATCAAGTTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGAAATAGCTTTTCCCCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCAGCTCTAACATGATTACTTATCAAGAAGTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13279 Chironomidae sp. water mite diet isolate 13279-BHL040517-GBD26479_11618-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTACTTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTCTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCCTTTCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTATTATGATCTAGCTCTTTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13281 Chironomidae sp.  water mite diet isolate 13281-BHL040517-GBD6830_15144-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGCGCTTGATCGGGAATAGTATGCACTTCTTTAAGAATTTTAATTCGACTAAAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GAGACCTATTTTAATTGTAGGCTTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACCTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13285 Chironomidae sp.  water mite diet isolate 13285-BHL040517-GBD21005_27143-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTTGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCACATTCTTTCATTATATTTTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTTTTGCCATTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTCTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13286 Chironomidae sp.  water mite diet isolate 13286-BHL040517-GBD22796_6612-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTATTGATTATTACCGCCAGCTCGAACATTATTACATGCAAGAAGCATTGTAGAAAAGGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KM995398, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13287 Chironomidae sp.  water mite diet isolate 13287-BHL040517-GBD9666_21017-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTCAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATAATAAGCTAGATCAATTGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13288 Chironomidae sp. water mite diet isolate 13288-BHL040517-GBD22919_3911-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTCAAGAATTTTAATTCGAGCAGAACTCTGTCA

CGCTGTTTCTTTAATCGGAGACTATCAAATTTATAATGTCATTGTTACCGCTCACGCTTTTGTAATACTTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATACAGCATTCCCTCGAA

AAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13289 Cryptochironomus sp.  water mite diet isolate 13289-BHL040517-GBD8456_21788-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GAACAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCATG

GTTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCG

AATAAATAATATAAGATTTTGACTATTACCCCCATCCTTGACTCTACTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13290 Diptera sp. water mite diet isolate 13290-BHL040517-GBD11922_17439-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAACT

TTAACTCGAGCAGAACTCGGTCACGCTGGTTCTTTAATCGGAGACGAACAAATTTATAATGTAATTGTTACCGCTCACGC

TTTTGTAATAATTTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGC

CCCTGATATAGCATACCCTCGAATAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAAAAGT

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID KM455055, identified in GenBank 

as Philophylla caesio. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13291 Chironomidae sp. water mite diet isolate 13291-BHL040517-GBD28152_20014-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTTAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAA

GTATACCAATTTTAATTGGAGGATTTGGTAATTGTCTCTTGCCATTAATACTAGGGTCCCCAGATATAGCTTTTCCTCGAA

TAAATAATAAAAGTTTTTGGTTATTACCCCCATCTCCAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13292 Chironomidae sp. water mite diet isolate 13292-BHL040517-GBD24443_11381-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

AAAAAAAAATAAGGTTTTGATTACTTCCCCCGTCATTAACCTTATTATTATCCAGCTCGCTAGGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13294 Paratanytarsus sp. water mite diet isolate 13294-BHL040517-GBD12678_25954-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGCACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAAATTTTTTTTATAGT

TATACCTATTTTATTTGGGGGTTTTGGAAATTGATTTTTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACTTCTATCAAGAAGATTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13297 Chironomidae sp.  water mite diet isolate 13297-BHL040517-GBD10761_27016-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATATT

TATACCAATTTTAATTAGAGGATTTGGTAATTGACTCTTGCCATTAATACTAAGATCCCCAGATATAGCTTTTCCTCGCAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATGATTACTATCAAGAAGTATTGTAGAAAATGGAGATGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13298 Paratanytarsus sp. water mite diet isolate 13298-BHL040517-GBD12044_10447-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCACGTAT

AAACAACATAAGATTTTGACTACTACCCCCATCTTAAACCCTTCTAGTATCAAGAAGAGTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13299 Chironomidae sp.  water mite diet isolate 13299-BHL040517-GBD28678_12729-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTCGAATTAGGACAC

CCAGGCTCATTAATCGGAAACAATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTGGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTGCCGCGAAT

AAATAAAATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAGATCAATAGTAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13300 Orthocladiinae sp.  water mite diet isolate 13300-BHL040517-GBD11274_23243-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCAATGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TAATACCTATTTTATTTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCTCCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13304 Paratanytarsus sp.  water mite diet isolate 13304-BHL040517-GBD5065_10056-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATCTTTTATTTTCGGAGCTTGGTCAGGAATAATCGAAACATCCTTAAGTCTACTAATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGACATAGCGTGTCCCCGTA

TAAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13308 Chironomidae sp.  water mite diet isolate 13308-BHL040517-GBD15900_23093-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCTCGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAACGTATTTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATTCCAATTTTAATTGGAGGATTTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTCTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13309 invertebra sp. water mite diet isolate 13309-BHL040517-GBD21937_15020-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAA-

TCATAAAGATATTGGTTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCG

AGCAGAATTAGGGCACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTACTA

TAATTTTTTTTATAGTTATACCTATTTTAATTGGGGGTTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATAT

AGCTTTCCCTCGAATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTTACTTTATTACTTTCAAGTTCAATTGTTGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID GU070927, identified in GenBank 

as invertebrate environmental sample. The % identity was 

used to identify this accession's name according to the 

following: >=96.5%, species; 90.0-96.4% only to genus; 80 - 

89.9%, family or higher taxon.  Matches <80%, not used.

>RL13316 Paratanytarsus sp. water mite diet isolate 13316-BHL040517-GBD20599_25881-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCTGAACATCCTTAAGTATACTAATTCGAGTAGAATTAGGGCA

CCCTGGATCATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATACTTTTATTATAATTTTTTTTTATAGT

TATACCTAGTTTAATTGGGGGTTTTGGGAATTGACTCCTTCCTTTAATATTAGGAGCTCCTGATATATCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAAAAGATTAGTGGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13318 Chironomidae sp. water mite diet isolate 13318-BHL040517-GBD21696_11147-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATTTTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGAAGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTCATTATAAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGACTCTTGCCATTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTTTAACATTATTACTATCAAGAAGTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13319 Chironomidae sp. water mite diet isolate 13319-BHL040517-GBD3286_10933-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTGGATTCGAGCAAAACTAGGTC

ACGCTTGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTTGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGTGAGCCCCTGATATAGCATTCCCTCGAC

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13320 Chironomidae sp. water mite diet isolate 13320-BHL040517-GBD18771_9662-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGATTATTAATCGGAGACGAACAAATTTATAATGTAATTGTTACAGCACATGCTTTTTGTAATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAAAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13322 Chironomidae sp. water mite diet isolate 13322-BHL040517-GBD20658_4338-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAACGTAATTGTTACTGCACATGCTTCCATTATAATTTTTTTTATAGT

TATACCAATTTAAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGTAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13323 Paratanytarsus sp.  water mite diet isolate 13323-BHL040517-GBD9736_16656-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATTAAATCTATAATATTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTGCATCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13326 Chironomidae sp. water mite diet isolate 13326-BHL040517-GBD22887_9929-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAAATGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGTAGCTCCCGACATAGCATTCCCTCGAAT

AAACAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13327 Chironomidae sp. water mite diet isolate 13327-BHL040517-GBD10476_26317-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCTAGCTGAATTAGGTC

ATCCTGGTACTTTTATTTGAGATGATTAAATTTATACTGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGTT

ATACCAATTTTAAATGGAGGATTAGGTAATTGACTCTTGCCATTAATACTATGAGACCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTAGTACTTTCAAGAAGTATTGTAGAAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13331 Chironomidae sp.  water mite diet isolate 13331-BHL040517-GBD20495_21196-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGTAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAACGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCATATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCCATCCCTGACATTATTACAATCAAGAAGTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13334 Chironomidae sp. water mite diet isolate 13334-BHL040517-GBD22559_25783-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCCTTATGAATATTAATTCGAGTTGAATTAGGAC

ATCCTGGTACTTTTATTAGAGATGATTAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCATTTCCTCGAA

AAAATAATATAAGTTTTTGATTATTACCCCCAACTCTAACATAATTACCTTCAAGAAGTATTGTAGAAAATGGAGCTGAA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13340 Chironomidae sp.  water mite diet isolate 13340-BHL040517-GBD19521_21901-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGACTATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATAAAATTTATAATGTAATTGTTACTGCACATGCTTTGATTATAATTATTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGATTCTTGCCATTAATACTAGGGGCCCCAGATATAGCTTTTCCACGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13342 Paratanytarsus sp. water mite diet isolate 13342-BHL040517-GBD21488_8561-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATACTTTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAAGAGTTCCCGAAATAACCTTTCCCCGTA

AAAATAACATAAAGTTTTGAATAACACCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13344 Paratanytarsus sp. water mite diet isolate 13344-BHL040517-GBD27654_10834-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGCATAGTAGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGATCATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTACTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAAT

AAATAACATAAGTTTTTGATTACTTCCCCCGTCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13347 Chironomidae sp. water mite diet isolate 13347-BHL040517-GBD6221_8692-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGGACA

CGCAGGGTCATTAATTGGAGACGAACAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCAAGAACAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13349 Paratanytarsus sp. water mite diet isolate 13349-BHL040517-GBD22665_7701-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGTGCCTGGTAAGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCTGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGTTTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGATTTTGACTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13354 Chironomidae sp.  water mite diet isolate 13354-BHL040517-GBD4705_15604-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAATTTCCTTAAGAATATTATTTCGAGCTGAATTAGGAC

ATCCTGGTAATTTTATTGGAGATGTTCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTTTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTTGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13355 Paratanytarsus sp. water mite diet isolate 13355-BHL040517-GBD5174_16216-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGGTCAGGTATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGGTTTGGGAATTGACTTCTTCCTTTAATATTAGGAAGCTCCCGATATAGCTTTTCCACGAAT

AAATAACATAAGATTTTGATTACTACCCCCATCTCTAACCCTACTTCTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13360 Paratanytarsus sp. water mite diet isolate 13360-BHL040517-GBD25812_24181-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTTAAACATTTATTGGAGATGACTAAATCTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGTGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCGTCTTTAACCCTTCTCCTATCAAGAAGATTAGTGTAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13361 Orthocladiinae sp. water mite diet isolate 13361-BHL040517-GBD6589_18229-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGACCCTGATATAGGTTTTCCCCGA

ATAAATAATACAAGATTTTGATTATTACCAACAGCATAAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13362 Paratanytarsus sp. water mite diet isolate 13362-BHL040517-GBD28531_20689-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATAGGAACATCCTTAAGTATACTAGTCCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTATAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTGCCCCGTA

TAAATAACATAAGTTTTTGATTACTTTCCCCATCTTTAACCCGTCTTCTATCAAAAAGATGAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13366 Chironomidae sp.  water mite diet isolate 13366-BHL040517-GBD9936_26845-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGTTCATTAATAGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCCCCAAT

AAATAATATAAGATTTTTATTATTACCCCCCTTCATTAACCTTACTTTTATCAAGATCATTAGTAGAAAATGAAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13371 Chironomidae sp.  water mite diet isolate 13371-BHL040517-GBD24238_8568-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAAATAGGA

CATCCTGGAACTTTTATTGGAGATGATTAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATATTAGGAGCCCCAGACATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13372 Chironomidae sp.  water mite diet isolate 13372-BHL040517-GBD13714_9223-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCCTCAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGATACTTTTACTGGAGATGAACAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTCGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13376 Chironomidae sp.  water mite diet isolate 13376-BHL040517-GBD13792_5657-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGTTACTTTTATTGGATATAATCAAATTTATAATGTAATTGTTACTTCACATTCTTTCATTATAATTTTTTTTTTATAG

TTATTCCAATTTTAATTGGAGGATTTGCTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13377 Chironomidae sp. water mite diet isolate 13377-BHL040517-GBD7931_20369-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGACCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATGATATAAGATTTTGATTATTACCCCCATCTTTAACATTATTACTATCAAAAAGTAGAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13380 Chironomidae sp. water mite diet isolate 13380-BHL040517-GBD17593_26932-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGACCAGGTATAGTAGGTCTATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGTTTCTTTATTCGGAGACGATCAAATTTATAATGTAATTGTTACCGATCTCGCTTTTGTAATAATTTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGTTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13384 Chironomidae sp.  water mite diet isolate 13384-BHL040517-GBD19489_18586-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTTATAG

TTATACCAATTTTAATAGGAGGATTTGGCAATTGACTATTGCCATTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATGACCCCCATCTCTAGCATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13405 Paratanytarsus sp.  water mite diet isolate 13405-BHL040517-GBD2752_10941-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGATACAGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTTTTTTATTTGGGGGTTTTGAGAATTGACTTCTTCCTTTAATATTAGGAGGTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTTTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13406 Paratanytarsus sp. water mite diet isolate 13406-BHL040517-GBD25022_8892-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATTGGAACTTCCTTAAGTATATTAATTCGAGTAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCGACTTCTATCAAGAAGATTAGTGTAAAATGGAGCTGAAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13408 Paratanytarsus sp. water mite diet isolate 13408-BHL040517-GBD24734_19546-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAGGTATACTAATTCGAGCAGAATTAGGGC

ACACTGGAACATTTATTGGAGATGACCAAATCTAAAATGTAATTGTTACAGCTCATGCCTTTATTATAATTTTTTTTTATA

GTTATACCTATTTTAATTTGGGGTTTTGGGAATTGACTTCTTCCTTTAAAATTAGGAGCTCCCGATATAGCCATTCCCCTG

CATAAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13411 Paratanytarsus sp. water mite diet isolate 13411-BHL040517-GBD20970_17625-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTTTACTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGGCA

CCATGGAACATTTATTGGAGATGATCAAAACTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATGCCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAACTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTGCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13412 Chironomidae sp.  water mite diet isolate 13412-BHL040517-GBD11913_28708-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCCTTTAGTATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTTATAATTTTTTTTTATAG

TTATACCATTTTTAATTGGAGGATTTGATAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13414 Paratanytarsus sp.  water mite diet isolate 13414-BHL040517-GBD8631_21582-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGAAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTACTTCGAGCAGAATTAGGGCA

CCCTGTAACATTTATTGGAGATGACCAAATCTATAATGTAATGGTTACAGCTCATTCTTTTATTATAATTTTTTTTTATAGT

TATTCCTATTTTAATTGGGGGTTTTGGTAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGCGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13417 Chironomidae sp.  water mite diet isolate 13417-BHL040517-GBD23624_19381-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTGTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCCTTAAGACTATTAATTCGCGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCAGTAATACTAGGAGCCCCAAATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCAACTCTAACATTATTACTTTCAAGAAGTAGTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13425 Chironomidae sp. water mite diet isolate 13425-BHL040517-GBD7088_17527-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTTGGAGCCTGATCAGGATTAGTTGGAACTTTCTTAAGAATATTATTTCGAGCTGAATTAGGA

AATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13428 Chironomidae sp.  water mite diet isolate 13428-BHL040517-GBD10224_23093-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGTACTTCCTTAAGAATATTAATTCGAGCTTAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAAAATAAGTTTTGGATTATGACCCCCATCTCTAACAGTATTGCTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13430 Chironomidae sp.  water mite diet isolate 13430-BHL040517-GBD14689_2231-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAGTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACA

TCCTTGTACTTTTATTGGAGATGAGCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAGT

TATACCGATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTATGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13436 Paratanytarsus sp. water mite diet isolate 13436-BHL040517-GBD26724_8263-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGTACATCCTTAAGTATACTAATTCGAGTAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACTAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGAGTTTTGGGAATTGACTTCTTCCATTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13437 Paratanytarsus sp. water mite diet isolate 13437-BHL040517-GBD21571_22499-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGACCATCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAAATTTTTTTTATAGT

TATACCTATTTTAATTAGGGGTTTTGGAAATTGACTTTTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATA

AATAACATAAGATTTTGATTACTTCCCCCATCTTTAACCCTACTTCTATCAAGAAGAATAATGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13439 Paratanytarsus sp. water mite diet isolate 13439-BHL040517-GBD29136_11766-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTGTATTTCATTTTCGGAGCTTGGTAAGGTATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCATTTCCCCGAAT

AAATAACATAAGTTTTTGATTACTCCCCCCATCTTTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13451 Chironomidae sp.  water mite diet isolate 13451-BHL040517-GBD10186_22467-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTTAATTCGACTAGACTTAGTAC

ACCCAGGATCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGCTATAGCATTTCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCATTAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13452 Chironomidae sp. water mite diet isolate 13452-BHL040517-GBD15470_9756-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATTCGGTATAGTAGGTACCTCTTTAAGAATTTTAATTCGGGCAGCACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTGTGATTACTTCCCCCGTCATTAACATTATAATAATCTAGCGCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13456 Paratanytarsus sp. water mite diet isolate 13456-BHL040517-GBD11475_10857-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTTTATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGACCGTCCTTACGTATACTAGTTCGAGCAGTATTAGTGCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATCATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGTTTCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAAAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13457 Chironomidae sp.  water mite diet isolate 13457-BHL040517-GBD16052_19130-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTTATTCGAGCTGAATTAGGAC

AATCTTGTACTTTTATTGGAGAAGATCAAATTTATTATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13459 Chironomidae sp.  water mite diet isolate 13459-BHL040517-GBD6717_20184-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTTGGAGCCTGTTCAGGAATAGTTGGAACTTCCTTAAGAATATTATTCAGAGCTGAATAAGGA

CATCCTGGTACTTTTATTGGAGCTGATCAATTTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1346 Chironominae sp.  water mite diet isolate 1346-BHL110116-GBD7153_11045-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCTTTTAGTATGTTAATTCGAGCATAACTTGGTCAC

CCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13461 Chironomidae sp. water mite diet isolate 13461-BHL040517-GBD13477_25967-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATGTTTATTCGAGCTGAATTAGGAC

AACCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGGAATTGACTCTTGCCATTAATACTAGGAGCCCCAGACATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCACTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13470 Chironomidae sp. water mite diet isolate 13470-BHL040517-GBD29426_17393-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCAGGAACCGGACGGGGAGCAAGAGCAAGAGGAGAAAAGGGAGCGG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13473 Chironomidae sp. water mite diet isolate 13473-BHL040517-GBD25692_20283-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCCTTAAGAATACTAATTCGAGCTGAATTAGGAC

AACCTGGTACTTTATTTTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTAATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGACTCTTGCCTTTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTATCTAGAAGAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13477 Paratanytarsus sp. water mite diet isolate 13477-BHL040517-GBD24347_8727-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGGTCAGGAATAATCGGTACTTCCTTAAGTATATTAATTCGAGCAGAATTCGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCCTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTTTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCTAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13484 Chironomidae sp.  water mite diet isolate 13484-BHL040517-GBD22876_5174-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTTGGAGCCTGCTCAGTAATAGTTGTGACTTCCTTAATAATATTAATTCGAGCTGAATTAGGA

CATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCACAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATAATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13489 Chironomidae sp. water mite diet isolate 13489-BHL040517-GBD3959_22024-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGAACTTACTTAAGAATATTAATTCGAGTTGAATTTAGAC

ATCCTTGTACTTTTATTGGAGATGATCCAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTGTCCTCGAAT

AAATAATATAAGTTTTGGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATAGTAGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13492 Paratanytarsus sp. water mite diet isolate 13492-BHL040517-GBD7461_14682-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCCTGGTCAGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCTGAATTAGGGCA

CCCCGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGGTTTGGGAATTGACTTCTTCCTTTAATATTAGGAACTCCCGATATAGCTTTACCCCGGAAA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGAATAGTGGAAGAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1350 Oligochaeta sp. water mite diet isolate 1350-BHL110116-GBD26651_8465-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGTATACTAATTAGAATTGAATTATCAT

AACCAGGAACATTCTTAGGAAGAGATTAATTATATAAAACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCGCCATCTCTAATCTTGCTAATATCTTCTACAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL13500 Chironomidae sp. water mite diet isolate 13500-BHL040517-GBD21449_26028-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGACTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACAATCAAATTTATATTGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATCATTACCCCCTTCATTAACCTTACTTTTATCAAAATCAATAGTAGAGAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13508 Chironomidae sp. water mite diet isolate 13508-BHL040517-GBD5721_7595-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTGTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGTTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGTTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCTCTCACGCTTTTGTAATAATTTTTTTTTATACT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGAGAGCCCCTGATATAGCATTCCCTCGAAT

ATACAATATAAGTTTTTGATTACTTCCCCCATCATTAACTTTATTATTATCTCGCTCTCTAGTTGAAAATGGCGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13511 Paratanytarsus sp. water mite diet isolate 13511-BHL040517-GBD27401_18498-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAAGGAAGCTTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13512 Paratanytarsus sp.  water mite diet isolate 13512-BHL040517-GBD24987_23774-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGGGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTAAATTGGAGGTTTTGGGAATTGACTTCTTCCTGTAATATTAGGAGCTCCCGATACAGCTTTTCCCCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13516 Paratanytarsus sp. water mite diet isolate 13516-BHL040517-GBD13525_23401-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATATTCGGAACTTCCTTAAGTATTTTAATTCGAGTAGAATTAGGGCA

CCCTGGCACATTTATTGGAGAAGAACAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTACTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGATTTTGATTACTACCCCCATCTTTAACCCTTCTTCTATCAAGAAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13523 Chironomidae sp.  water mite diet isolate 13523-BHL040517-GBD11632_9865-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAGCTTCCTTAAGAATATTAATTCGATCGGAATTAGGAC

ATCCTGGTTCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCTTTATAATTTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATAATAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13532 Paratanytarsus sp.  water mite diet isolate 13532-BHL040517-GBD16777_20364-Ldc62 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGCAC

CCTGGTTCATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGAAATTGACTACTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAATA

AATAACATAAGTTTTTGATTACTTCCCCCATCATTAACCCTTCTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR742514, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13538 Chironomidae sp. water mite diet isolate 13538-BHL040517-GBD3945_9200-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTTAGAATTCTAGTTCGAGCAGAATTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTATTATTGGGAGTCCCATGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13539 Paratanytarsus sp. water mite diet isolate 13539-BHL040517-GBD21619_24762-Ldc62 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTACTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACGGCCCCCCACTTTAACCCATCATCAATCAAGAAGATGAGTGGAAAATGGAGCTGAA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13540 Paratanytarsus sp. water mite diet isolate 13540-BHL040517-GBD7303_4853-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACTTCCTTAAGTATACTAATTCGAGCAGGATTAGGACA

CCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAACTGACTTCTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCCCGTAT

AAATAACATAAGACTTTGATTACTTCCCCCATCTTTAACCCTTCTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13543 Paratanytarsus sp. water mite diet isolate 13543-BHL040517-GBD11828_23985-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGAAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCT

CGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13544 Paratanytarsus sp. water mite diet isolate 13544-BHL040517-GBD11505_7759-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCCGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13545 Chironomus sp. water mite diet isolate 13545-BHL040517-GBD17256_3588-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACT

AGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCACGCATTTATTATAAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGTACCTGACATAGCTTTTC

CCCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGATCTTTCGTAGAAAATGGAGC

TGGA

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13547 Chironomus riparius water mite diet isolate 13547-BHL040517-GBD12019_4209-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTCTACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCACCCTAATACTGGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGA

GCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13548 Diptera sp. water mite diet isolate 13548-BHL040517-GBD14343_20162-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATT

TTAATTCGAGCAGAACTCGGTCACGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGC

TTTTGTAATAATTTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTGCCTTTAATATTAGGAGC

CCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCCTTTACATCCAAGTAGA

ATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID KP702938, identified in GenBank as 

Lutzomyia umbratilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13549 Chironomus sp. water mite diet isolate 13549-BHL040517-GBD26228_10271-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATATCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13550 Chironomus riparius water mite diet isolate 13550-BHL040517-GBD18263_27474-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGTAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

CCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13551 Cricotopus sp. water mite diet isolate 13551-BHL040517-GBD8391_24958-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAACAGAA

CTCGGTCACGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTT

TTCATAGTTATACCTATTTTAATTGGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTT

CCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13552 Mucor sp. water mite diet isolate 13552-BHL040517-GBD20880_22942-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACTTTATATATCATCTTCTCTATTTTTGCCGGTATGATTGGTACTGCTTTTTCTATGT

TAATTAGACTAGAATTAGCTGGCCCTGGAATTCAATATCTTCATGGTGATCATCAATTATCTAATGTACTTGTAACTGCTT

ACGCATTTGTAATGATTTTCTTCTTAGTAATGCCTGCAATGATTGGAGGTTTTGGTAACTGGTTTGTTCCTTTAATGATTG

GAGCTCCTGATATGGCCTTCCCTCGATTAAATAATATTTCATTCTGGTTATTACCACCTTCTTTAATTCTATTAGTAGCTAG

TGCCTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID KR809877, identified in GenBank as 

Mucor circinelloides f. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13553 Psectrocladius sp.  water mite diet isolate 13553-BHL040517-GBD18889_28965-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTGGGAGCCCCCGACATAGCAATCCCTCGAAAA

AATAAAATAAGTTTTTGAATACTTCCCCCGTCATTAACTTTACTATTAACTAGCTCTCTAGTTGAAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13554 Chironomidae sp. water mite diet isolate 13554-BHL040517-GBD25388_16518-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTC

CCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13558 Chironomus riparius water mite diet isolate 13558-BHL040517-GBD11646_28282-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

ATGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACGTGTTTTTATTATAATTTTTTT

TTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGCCCCCCTAATACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13559 Chironomus sp. water mite diet isolate 13559-BHL040517-GBD27108_10019-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGCGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATCTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTTTGATTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13560 Mucor sp. water mite diet isolate 13560-BHL040517-GBD25408_22996-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACTTTATATATCATCTTCTCTATTTTTTGCGGGTTTGCTTGGTACTGCTTTTTCTTTG

TTAATTAGACTGGAATTAGCTGGTCCTGGAATTCAATATCTTCATGGTGATCATCAATTATAGAATGTAATTGTAACTGCT

CACGCATTTGTAATTATTTTCTTCTTAGTAATTCCTGCAATGATTGGAGGTTTTGGTATCTGGTTTGTTCCTTTAATGATTG

GAGCTCCTGATATGGCCTTCCCTCGAATAAATAATATTTCATTCTGGTTATTACCACCTTCTTTAATTCTTTTAGTAGCTAG

TGCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KR809877, identified in GenBank as 

Mucor circinelloides f. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13562 Chironomus riparius water mite diet isolate 13562-BHL040517-GBD22274_3317-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTATTTGGGACTTGCTCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCATTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCGTTCTAGTTCTTTCATAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13563 Chironomidae sp. water mite diet isolate 13563-BHL040517-GBD13980_17284-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATCGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAACATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAATAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13564 Chironomus sp. water mite diet isolate 13564-BHL040517-GBD28054_20079-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTAATTGGAGATGACCAAATTTATAATCTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATCGGAGGGTTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCATCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTCTACCCCCCTCTCTTACTCTTCTTCTTTCTAGAACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13565 Chironominae sp.  water mite diet isolate 13565-BHL040517-GBD16015_25785-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCCCTTAGTATATTAATTCGAGCATAACTTGGAC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13566 Chironomidae sp. water mite diet isolate 13566-BHL040517-GBD4002_15371-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGCTCAAATTTATAATGTAATTGTTACCGCTCACGCTTCTGTAATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGAGCCCCCGACAGAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13568 Chironomus riparius water mite diet isolate 13568-BHL040517-GBD21343_8185-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACAAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATCTTTT

TCATAGTTATACCAATTTTAATTGGAGGTTTCTGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCATCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGGGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13569 Chironomidae sp. water mite diet isolate 13569-BHL040517-GBD26366_14985-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGGCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13570 Psectrocladius sp. water mite diet isolate 13570-BHL040517-GBD15052_27241-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGATCTTTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13572 Paratanytarsus sp. water mite diet isolate 13572-BHL040517-GBD2471_17204-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTTTATTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCTTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTT-

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTACCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13573 Chironomus riparius water mite diet isolate 13573-BHL040517-GBD20418_17870-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTACGAATGCTTATTCGTGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTACAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTACTTCATTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13574 Psectrocladius sp.  water mite diet isolate 13574-BHL040517-GBD28327_18612-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAA

AAAAAATATAAGTTTTTGATTTCTTTCCCCCGTCATTAACTCTACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13576 Chironomidae sp.  water mite diet isolate 13576-BHL040517-GBD20139_3207-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGATTAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAAGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTTCAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGGAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACGTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13578 Psectrocladius sp. water mite diet isolate 13578-BHL040517-GBD17680_19438-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGTCA

TCCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13579 Chironomus riparius water mite diet isolate 13579-BHL040517-GBD8072_24052-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCATATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13582 Chironomus sp. water mite diet isolate 13582-BHL040517-GBD2961_13681-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCATTCC

CTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13584 Paratanytarsus sp. water mite diet isolate 13584-BHL040517-GBD13911_10443-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGGATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGATACAGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCGTCCCCCCTCTTTAACTCTTTAAATATCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13586 Psectrocladius sp. water mite diet isolate 13586-BHL040517-GBD4875_11218-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGGCATCC

TGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAA

ATAATATAAGTTTTCGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGATCTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13587 Chironomus riparius water mite diet isolate 13587-BHL040517-GBD7804_14986-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGAATGCTTACTTGAGCAGAATT

AGTACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTGGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTGTACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13590 Paratanytarsus sp. water mite diet isolate 13590-BHL040517-GBD20976_25175-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATAATTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGCATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAA-

TTTTTTCATAGTTATACCTATTTTAATTGGAGTATTTGGGAACTGATTATTGCCTTTAAAATTAGGAGCCCCAGATATAGC

TTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCACCTCTTTAACTCTTTTACTACCAAGTAGAATAGCGGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13591 Psectrocladius sp. water mite diet isolate 13591-BHL040517-GBD19144_20027-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGAATTAGGTCA

GGCCTGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACCGCTCACGCCTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13593 Chironomus riparius water mite diet isolate 13593-BHL040517-GBD14778_16483-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCATCTTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13596 Paratanytarsus sp. water mite diet isolate 13596-BHL040517-GBD11882_28127-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAGCTTTATACATTATTTTTTGGGGCTTCCTCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGATCTGAATT

AGGAGGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTCTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13598 Psectrocladius sp.  water mite diet isolate 13598-BHL040517-GBD16741_2344-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGTTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGCTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTCGTTCAAAATGGCGCTGGACC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13599 Psectrocladius sp. water mite diet isolate 13599-BHL040517-GBD14076_4444-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATGTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGG

ACCAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13600 Chironomus riparius water mite diet isolate 13600-BHL040517-GBD5739_10887-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATAGGAGGATTCGGAAACTGACTTGTCCCCCTAATACATGGAGCCCCTGACATAGCTTTTC

CCCGAATAAATAACATAAGTTTCTGACTTTTACCCCCCCTCTCTTACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13603 Dicrotendipes sp.  water mite diet isolate 13603-BHL040517-GBD4693_12950-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGGTATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCAATCTAGAGCATTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13604 Paratanytarsus sp. water mite diet isolate 13604-BHL040517-GBD23231_26372-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGAGCCTGATCAGGAATAGTGTGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAA-

TTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGGTACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGC

TTTTCCACGAATAAATAATATAAGATTTTGACTTCTTCCTCCCATCTTTAACTCTTTTACTTCCAAGAAGAATAGTGGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13605 Chironomus riparius water mite diet isolate 13605-BHL040517-GBD8062_3766-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATGGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTTGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13606 Paratanytarsus sp. water mite diet isolate 13606-BHL040517-GBD22497_5272-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCACTTTTGGTGCCTGATAAGGAATAGTAGTTACTTCCCTTAGAATATTAATTCGAGCTGATCTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCTTGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTTGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGAAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13614 Psectrocladius sp.  water mite diet isolate 13614-BHL040517-GBD3669_18712-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATATTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGCTGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATCATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAAGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTTTTATCTAGCTCTCTACTTGAAAAGGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13615 Chironomus riparius water mite diet isolate 13615-BHL040517-GBD5993_18208-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACGTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTAGAGCAGTATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTTAATGGGAGGATGCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13616 Chironomus riparius water mite diet isolate 13616-BHL040517-GBD8602_21929-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGGTGAACAAACTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTATCTAGTTCTATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13617 Chironomus riparius water mite diet isolate 13617-BHL040517-GBD21984_23708-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCATAATTA

GGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13621 Psectrocladius sp. water mite diet isolate 13621-BHL040517-GBD18969_22247-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCTACCGAAATAGCATTCCCTCGAATA

AATAATAAAAGTTTTTGATTACTTCCCCCGTCATTAACATAACTATTATCTAGGTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13623 Chironomus sp. water mite diet isolate 13623-BHL040517-GBD9398_16788-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGCTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCATAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTACATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13624 Chironomus riparius water mite diet isolate 13624-BHL040517-GBD24592_22126-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAAT

TAGTACGACCCGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTAATGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTATTTGGAGGATTCGGAAACTGACCTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTCTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13625 Chironomidae sp.  water mite diet isolate 13625-BHL040517-GBD14925_10959-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTTGGGGCCTGATCGGGGATAGTAGGGTCATCCCTAAGAATACTAATTCGTGCTGAATTAGG

TCACCCAGGAACATTAATTGGTGACAACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTAT

AGTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCG

AATAAATAATATAAGTTTATGATTACTTCCTCCTTCTCTATCACTTTAACTTTCTAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13626 Chironomus sp. water mite diet isolate 13626-BHL040517-GBD26067_10171-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTTATCCGGTATAGTGGGTACTTCATTAAAAATTCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGATGATTCGGAAACTGACTTGTCCCCCTAATACTAGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGATCTTTAGCAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13627 Psectrocladius sp. water mite diet isolate 13627-BHL040517-GBD19616_22304-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATATTGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTAATTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTATTATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAAAATAAGTTTTTGATTACTTCCCCCGTCATTCACTTTACTATAATCTAACTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13628 Chironomus sp. water mite diet isolate 13628-BHL040517-GBD9290_21004-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTAGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCAGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCCATTTTAATTGGAGGATTCAGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTGCTTCTGTCGAATTCTTTCGTAGAAAACGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13629 Psectrocladius sp. water mite diet isolate 13629-BHL040517-GBD18287_25507-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCAGAACTCGGACCAGC

TGGTTCCTTCATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTAACGCTTTTGTAATAATTTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13630 Chironomus sp. water mite diet isolate 13630-BHL040517-GBD16590_26734-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATAGATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATTAG

GACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCA

TAGTTATACCAATTTTCAATGGAGGATTCAGAAAAATGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTATACCCCCCTCTCTTACTCTTCTTCTTTTTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13632 Chironomus sp. water mite diet isolate 13632-BHL040517-GBD16509_12001-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGCGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGTTTATTCGAGCAGAATTA

GGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCCATTTTAATTGGAGGATTCGGTAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGAGCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13633 Paratanytarsus sp. water mite diet isolate 13633-BHL040517-GBD24491_8485-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAAATTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAGTAAATAATATAAGATTTTGACGTCGTCCCCCCTCTTTAACACTTTTACTTCCAAGTAGAATAGTGGAAAATGG

AGCTGGAACCGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13634 Chironomus sp. water mite diet isolate 13634-BHL040517-GBD19133_15061-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGCTCCGGTATAGTGTGTACTTCATTAAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGTACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGATACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCGTCTTCTTTCTAGAGCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13636 Chironomus riparius water mite diet isolate 13636-BHL040517-GBD9888_3109-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCTCCTAATACTTGGAGCACCTGACATAGCTTTCC

CTCGAATAAATAATATAAGTTTCTGACTTTTATCCCCCTCTCTTACTCTTCTTCTTTCGAATTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13639 Chironomus sp. water mite diet isolate 13639-BHL040517-GBD27573_14546-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCCCATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATAATTGGAGCACCTGACATAGCCTTTCC

CCGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCTCCCTTACCCTTCTTCTTTTCTAGATCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13642 Chironomus riparius water mite diet isolate 13642-BHL040517-GBD20967_22872-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGAATGCTTACTCGAGCAGAATTA

GGACGACCCGGAGCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAACAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTTACTCGTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13645 Paratanytarsus sp. water mite diet isolate 13645-BHL040517-GBD27020_12721-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACAACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTCATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTTATTTTTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTC

CTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATCGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13647 Paratanytarsus sp. water mite diet isolate 13647-BHL040517-GBD18471_19550-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGCTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATACCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAA-

TTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGATCTCCCGACATAGC

ATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTATAGTTGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13649 Mucor sp. water mite diet isolate 13649-BHL040517-GBD18876_26109-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACTTTATATATCATCTTCTCTATTTTTGCGGGTATGATTGGTACTGCTTTTTCTATGT

TAATTAGACTAGAATTAGCTGATCCTGGAATTCAATATCTTCATGGTGATCATCAATTACTTAATGTAATTGTAACTGCTC

ACGCATTTGTAATGATTTTCTTATTAGTAATGCCTGCAATGATTGGAGGTTTTGGTAACTGGTTTGTTCCTGTAATGATTG

GAGCTCCTGATATGGCCTTCCCTCGATTAAATAATATTTCATTCTGGTTATTACCACCTTCTTTAATTCTTTTAGTAGCTAG

TGCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR809877, identified in GenBank as 

Mucor circinelloides f. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13653 Chironomidae sp. water mite diet isolate 13653-BHL040517-GBD5266_18434-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGAATT

AGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCAAGCTTTTGTAATAATTTTTTT

TCATAGTTATACCAATTTAAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13656 Cricotopus sp.  water mite diet isolate 13656-BHL040517-GBD21378_15791-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13658 Chironomus sp. water mite diet isolate 13658-BHL040517-GBD15332_14536-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTCGGTGCCTGATTAGGAATAGTGGGAACTTCCCTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

GCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCAACTTACATACCTTTTC

CTCGAATAAATAATATAAGTTTTTTACTTTTACCCCCCTCTCTTACGCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13662 Chironomidae sp. water mite diet isolate 13662-BHL040517-GBD10698_14875-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTTGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTA

GGTCACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTC

ATAGTTATACCAATTTTATTTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGACATAGCCTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13663 Psectrocladius sp. water mite diet isolate 13663-BHL040517-GBD18188_18936-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGTCA

CGCTGGTTCTTTAATTGGAGATGAACAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTAAATTGGAGGATTGGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13667 Paratanytarsus sp. water mite diet isolate 13667-BHL040517-GBD21511_3997-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTGTACTTCATTTTCGGTGCCTGATCAGGTATAGTGTGAACTTCCCCTGAGAATATTAATTCGAGCTGAACTA

GGACCTCCCGGAACCTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13669 Paratanytarsus sp. water mite diet isolate 13669-BHL040517-GBD25661_17191-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATACGAGCTGAACTA

GGACATCCCGGGTCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGAATTTGACTTCTTCCCCCCGCTTTAACTCTATTACTACCAAGTAGAATAGTGGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13671 Chironomus sp. water mite diet isolate 13671-BHL040517-GBD17455_20778-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTTGGGGGCTTGATCCGGATTAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGATCTTTCGTAGAAAATGGAGCT

GTAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13673 Paratanytarsus sp. water mite diet isolate 13673-BHL040517-GBD22195_24689-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATGGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGGTCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGGAGAATAGTGGAAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13674 Psectrocladius sp.  water mite diet isolate 13674-BHL040517-GBD21600_14015-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATCTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCATTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACATTACTATTATCAAGCACTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13676 Chironomidae sp. water mite diet isolate 13676-BHL040517-GBD13838_4250-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13678 Chironomus riparius water mite diet isolate 13678-BHL040517-GBD11519_12438-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTTGGGGCTTGATCCGTAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAATCTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTCCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13680 Psectrocladius sp. water mite diet isolate 13680-BHL040517-GBD16904_5727-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCGTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

AGCTGTTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACTCTTTTGTAATAATGTTTTTTTATAGT

AATAACTATTTTAATTGGAGGATTTGGAAATTGATTAGTCACGTGAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAC

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13684 Paratanytarsus sp. water mite diet isolate 13684-BHL040517-GBD7651_15974-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATCCTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTTGAGATGACTAAATTTATAATGTAATTGTTACAGCGCATGCATTTATTATAA-

TTTTTTCATAGTTATACCTATTTTAACTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGC

TTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCTCCCTCTTTAACTCTGTTACTTCCAAGTAGAATAGTGGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13686 Psectrocladius sp. water mite diet isolate 13686-BHL040517-GBD24810_6276-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTCGGTGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGCGCGGAACTCGGTCATGCT

GGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAGTAATTTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAAA

TAATATAAGTTTTTGATCACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13688 Chironomus sp. water mite diet isolate 13688-BHL040517-GBD9212_15332-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGATTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCGCCTACACCTCATCAATCTAGAGCTTGCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13691 Chironominae sp.  water mite diet isolate 13691-BHL040517-GBD9081_16466-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGC

CCTGGTACTTTTATTGGAGATGACCAAATTTACACTGTAATTATCACAGCATACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13696 Paratanytarsus sp.  water mite diet isolate 13696-BHL040517-GBD16937_2572-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCTGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTGTTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGACACAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGACCAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279360, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13697 Paratanytarsus sp. water mite diet isolate 13697-BHL040517-GBD28435_12753-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACCTCATTTTCGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAA-

TTTTTTCATTGTTATTCCTATTTTTATTGGAGGATTTGGGAACTGAATATTGCCCTTAATAATAGGAGCCCCAGATATAGC

TTTTCCTCGAAAAAATAATATAAGATTTTGACCTCTTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13700 Paratanytarsus sp. water mite diet isolate 13700-BHL040517-GBD24602_7459-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGCAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGCAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCGTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCGCTTTAACTCTTTTAGGGCCAAGTAGAATAGTGGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13703 Psectrocladius sp. water mite diet isolate 13703-BHL040517-GBD28163_14383-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATGTTAATTCGAGCAAAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTTATAGT

ATTACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTTGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13704 Psectrocladius sp. water mite diet isolate 13704-BHL040517-GBD14369_6511-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTGATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACGTCCCCCGTCATTAACTTCACAAAAAGCTAGCGCTCGAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13705 Psectrocladius sp.  water mite diet isolate 13705-BHL040517-GBD23173_23611-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGTGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTAGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGAGCCTCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13707 Paratanytarsus sp. water mite diet isolate 13707-BHL040517-GBD22608_20289-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAGGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTAGTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGGTTTT

CCTCGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCCTTTACGTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13708 Psectrocladius sp. water mite diet isolate 13708-BHL040517-GBD22144_26750-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGCGCTTGATCAGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAAAACTAGGTCAC

GCTGATTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGTACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13710 Psectrocladius sp. water mite diet isolate 13710-BHL040517-GBD19710_26236-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGTCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

AGCTGGTTCCTTAATTGTAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGATTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGATCCCCCGAGATAGCATTCTCTCGAAT

AAATAATAAAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAACGCTCTAGTTGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13714 Psectrocladius sp.  water mite diet isolate 13714-BHL040517-GBD14949_28695-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTATCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTCCCGTTAATATTAGGCGCCCCCGACATAGCATTCCCCCGAAA

AAAAAATATAAGGTTTCTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13715 Paratanytarsus sp. water mite diet isolate 13715-BHL040517-GBD9847_2756-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTATGAATATTAATTCGAGCCGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATGTAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCGTTAACACTTTTACAACCAAGTAGAATAGTGGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13717 Paratanytarsus sp.  water mite diet isolate 13717-BHL040517-GBD6674_17032-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACATTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCC

CAGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTATAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13720 Paratanytarsus sp. water mite diet isolate 13720-BHL040517-GBD24025_20193-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTCGTTTTTCGGTGCCTGATCAGGATTAGTGGGAACTTCTCTAAGATTATTATTTCGAGCTGAACTA

GGGCATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13727 Cricotopus sp.  water mite diet isolate 13727-BHL040517-GBD6728_11204-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGA

ATTAGGTCATACAGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGGTATAGCTTT

CCCTCGAATAAATAATATAAGTTTTTAATTATTACCTCCTTCTCTTACCTTATTACTATCAAGTTCAATTGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13729 Chironomus sp. water mite diet isolate 13729-BHL040517-GBD16198_4512-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTCCC

TCGAATAAATAATATAAGTTTTTAATTATTACCTCCTTCTCTTAC-

CTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13730 Chironomus sp. water mite diet isolate 13730-BHL040517-GBD27653_11557-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGTGGCTTGATCCGGAATAGTGGGAACTTTATTAAAAATGCGTATTCGAGCAGAATT

AGGATGACCCGGAATTTTTATTGGAGATGACCAAATTTATAAAGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAAGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCCTTTCC

TCGAATAAAAAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGATCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13731 Paratanytarsus sp. water mite diet isolate 13731-BHL040517-GBD19464_4264-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAA-

TTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGC

ATTCCCTCGAATAAATAACATAAGATTTTGACTACTTCCCCCTTCTTTAACTTTATTACTACCAAGTACAATAGTGGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13733 Paratanytarsus sp. water mite diet isolate 13733-BHL040517-GBD3297_9045-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAT

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATGCATTTATTATAA-

TTTTTTCATAGTTATAACTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTATGAGCCCCAGATATAGC

TTTTCCGCGAAGAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13735 Psectrocladius sp. water mite diet isolate 13735-BHL040517-GBD19269_26516-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGGGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTATTAATTTTTTTCATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGATCCCCCCACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13736 Paratanytarsus sp.  water mite diet isolate 13736-BHL040517-GBD12726_28452-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTCATTTTCGGTGCTTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTTATTCGAGCTGAACTAG

GACATCCCGGAAATTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTT-

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCATCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13737 Paratanytarsus sp.  water mite diet isolate 13737-BHL040517-GBD23595_22564-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGGACTAAGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGTAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTC

CTCGAATAAATAATATAAGATTTTGACTACTTCCCCCATCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13741 Paratanytarsus sp. water mite diet isolate 13741-BHL040517-GBD17544_21422-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGAGCCAGATCAGGAATAGTGGGAACTTCCTTAAAAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTAATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTACAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13748 Paratanytarsus sp. water mite diet isolate 13748-BHL040517-GBD28092_14423-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAA-

TTTTTTCATAGTTACACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTTGGAGCCCCAGATATAGC

TATTCCTCGAATAAATAATATATGATTTTGACTTCTTCCCCCCTCTGTAACTCTTTTACGACCAAGTAGAATAGTGGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13752 Paratanytarsus sp. water mite diet isolate 13752-BHL040517-GBD11555_28281-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTACCTTAGAATATTAATTCGAGCTGAATTAG

GACATCCCGGAACTTTTATTGGAGATGACCAACTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATACAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCTCCCTCTTTAACTCTTTTACTTCCAAGTAGACTAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13754 Chironomus sp. water mite diet isolate 13754-BHL040517-GBD26375_7503-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATCGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGTGCACCTGACATAGCCTTTCC

TCGAATAAAAAATATAAGTTTCTGACTGTAACCCCCCTCTCTTACTCTTCTACTTTCTAGAGCTTGCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13755 Dicrotendipes sp. water mite diet isolate 13755-BHL040517-GBD26021_18867-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGGATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAACTCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGT

TATACCAATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTCTGACTATTACCTCCTTCTCAAACTCTTCTCCATTCCAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13757 Paratanytarsus sp. water mite diet isolate 13757-BHL040517-GBD21898_23126-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCCAGCTGAACTA

GTACATCCCGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGATGATTTGTGTACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTC

CTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13758 Chironomus riparius water mite diet isolate 13758-BHL040517-GBD26175_17912-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGTGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTTGATGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGGTTCTGACTTTTACCCCCCCCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13759 Chironomus riparius water mite diet isolate 13759-BHL040517-GBD15172_3254-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGAAATAGGGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGTTACTTTCATTGGAGATGACCAGATTTATAACGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1376 Chironomidae sp.  water mite diet isolate 1376-BHL110116-GBD28135_15447-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGTCA

CCCAGGCTCATTAATCGGACACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTATAAAATGGAGCTGAAAC

A

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13760 Chironomus sp. water mite diet isolate 13760-BHL040517-GBD21089_17242-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACCTGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGAATTGTCACCCCTAATACTTGGAGCACCTGACATAGCATTT

CCTCGGATAAATAATATAAGTTTTTGATTTTTACCCCCCTCACTAACTCTACTACTATCTAGTTCTCTAGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13762 Psectrocladius sp.  water mite diet isolate 13762-BHL040517-GBD22522_19504-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTTGGTCA

AGCTGGTTCCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1377 Chironominae sp.  water mite diet isolate 1377-BHL110116-GBD17685_4912-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGTAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTAGAATTTTTTTTATAGTT

ATACCTATTCTAATTGGTTGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCATGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCCTTCTAGCTCAATTGTATAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13770 Paratanytarsus sp.  water mite diet isolate 13770-BHL040517-GBD17985_2706-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCCC

GGAACTTTTATTGGAAATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAACTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGG

Using NCBI BLASTN in June 2018, this sequence was 98.4% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13772 Paratanytarsus sp. water mite diet isolate 13772-BHL040517-GBD19819_27656-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGTATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACGCGTTTACTTCCAAGTACAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13774 Paratanytarsus sp. water mite diet isolate 13774-BHL040517-GBD17786_28800-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGATCATTATACTTCATTTTCGGGGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAATTTTATAATGTAATTGTTACAGCTCATGTATTTATTATAATTTT-

TTCATAGTTATTCCTATTTTAATTGGAGGATTTGGAAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTC

CTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13778 Paratanytarsus sp. water mite diet isolate 13778-BHL040517-GBD6254_20979-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAA-

TTTTTTCATAGTTATACCTATTTTTAATTGGAGGATTTGGGAACCGATTATTGCCTTTAATATTAGGAGCCCCAGATATAG

CTTTTCCTCGAATAAATAATAAAAGATATTGACTTCGTCCCCCCTCTTTAACTCGATTACTGCCAAGTAGACGAGTGGAA

AATGGAGCTGGAGCAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13779 Chironomus riparius water mite diet isolate 13779-BHL040517-GBD22874_4647-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTGTACATTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGTATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATATGTTTCTGACTTTTACCCCCCTCGCTTACTCTTCCTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13783 Cricotopus sp. water mite diet isolate 13783-BHL040517-GBD16981_23259-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTAA

ATTAGATCATGCCGGGTCATTATTTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTT

TCCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTCATTACTTTCAAGTTCTTTCGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13786 Paratanytarsus sp.  water mite diet isolate 13786-BHL040517-GBD26587_7759-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCTAAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCCCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCCTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13789 Psectrocladius sp. water mite diet isolate 13789-BHL040517-GBD25747_24059-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATCTTTGGAGCCTGAGCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ATGCTGGTTCCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGGGCCCCTGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13790 Paratanytarsus sp.  water mite diet isolate 13790-BHL040517-GBD24163_14084-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGTATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAA-

TTTTTTCATAGTTATACCTAATTTAATTGGAGGACTTGGGAACTGATTATTGCCTTTTAATATTAGGAGCCCCAGATATAG

CTTTTCCTCGAATAAATAATATAAGATGTTGACTTCTTCCCCCCTCTTTAACTCATTTACATCCAAGTAGAATAGTGGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13792 Paratanytarsus sp. water mite diet isolate 13792-BHL040517-GBD27067_17135-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTTATTTTCGGTGCTTGATCAGGAATAGTGGGAACTTCACTAAGAATATTAATTCGAGCTGAACTA

GGACATACCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTACCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13793 Paratanytarsus sp.  water mite diet isolate 13793-BHL040517-GBD15875_26736-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGTTGAATTAG

GACATCCTGTAACTTTTATTGGAGATGACAAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGTTCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13797 Paratanytarsus sp.  water mite diet isolate 13797-BHL040517-GBD19080_24365-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTAATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAAATA

GTACATACCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATA-

TTTTTTTCATAGTTACACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAGTATTAGGAGCCCCAGATATAG

CTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13800 Paratanytarsus sp.  water mite diet isolate 13800-BHL040517-GBD15462_16888-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTTAGAATATTAATTCGAGTTGAACTAGGACA

TCCCGGAACATTTATTGGAGATGACCAAATTTATAATGCAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTTGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTCCGAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13801 Chironomus riparius water mite diet isolate 13801-BHL040517-GBD2526_14544-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGCATT

AGGACGACCCGGAACTTTCAATGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGTGGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAGAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13809 Psectrocladius sp. water mite diet isolate 13809-BHL040517-GBD8404_7986-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGCATAGTAGGCATTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

TGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGATCTATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13816 Paratanytarsus sp.  water mite diet isolate 13816-BHL040517-GBD13200_13795-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTGCCTTTAATATTAGGAGCCCCAGAGATAGCTTTG

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTGCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13819 Psectrocladius sp. water mite diet isolate 13819-BHL040517-GBD23906_5254-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

AGCTGGTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGGTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTTAATTGGAGGATTTGGAAATTGATTAGTTTCGTTAATATTAGGAGCACCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13822 Paratanytarsus sp. water mite diet isolate 13822-BHL040517-GBD7414_9960-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAAAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCCCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAAGTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGACTTTGACTTCTTCCCCCCTCTTTAACTCGTTTACATCCGAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13830 Paratanytarsus sp. water mite diet isolate 13830-BHL040517-GBD4349_18563-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCTGTGCTTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTT-

CAAAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTTTTGCCTTCAATATTAGGAGCCCCAGATATAGCTTTCCC

TCGAATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13832 Paratanytarsus sp.  water mite diet isolate 13832-BHL040517-GBD15154_23484-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCC

CGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGAGTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279360, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13833 Psectrocladius sp. water mite diet isolate 13833-BHL040517-GBD22416_6711-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAT

GCTGGTTCCTTTATTGGATATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCAAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAACACACTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13836 Chironomus riparius water mite diet isolate 13836-BHL040517-GBD12553_8689-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTTTCCCCCTAATACTTGGAGCACCAGATATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCACTTACTCTTCTTCTTTCTAATTCTATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13838 Chironomus sp. water mite diet isolate 13838-BHL040517-GBD26980_18651-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGTATCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCCCTTACACTACTACTATCTAGGTCTTTCGTAGTAAAATGGAG

CTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13840 Chironomidae sp.  water mite diet isolate 13840-BHL040517-GBD5799_18281-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTAAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTCTGACTACTACCCCCGTCACTAACTTTATTACTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13841 Paratanytarsus sp.  water mite diet isolate 13841-BHL040517-GBD14807_24970-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAA-

TTTTTTCATTGTTATACCTATTTTAATTGGAGGATTTGGGTACTGATTATTGCCTTTAATATTAGGTGCCCCAGATATAGCT

TTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTTGGATTGTGGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13842 Paratanytarsus sp. water mite diet isolate 13842-BHL040517-GBD18977_5102-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTCGGGGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATGTTAATTCGAGCTGAACTAGGG

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAA-

TTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGC

CTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR282105, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13845 Paratanytarsus sp.  water mite diet isolate 13845-BHL040517-GBD25641_15000-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTTATTTTTGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGTATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTCTTATTGGACATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTT-

CATTGTTATACCTATTTTAATTTGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279360, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13849 Paratanytarsus sp.  water mite diet isolate 13849-BHL040517-GBD18526_28712-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTCTAACTCGACTACTTCCAAGTAGAATAGTGGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13852 Psectrocladius sp. water mite diet isolate 13852-BHL040517-GBD24673_21635-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACA

CGCTGGATCCTTAATTGGAGATGATTAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACAAAGCATTCCCTCGAAT

AAAAAATAAAAGTATTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13855 Chironomus riparius water mite diet isolate 13855-BHL040517-GBD26548_16658-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACCTTATTTTTGGTGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTACTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATCATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTACCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTGTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13857 Paratanytarsus sp. water mite diet isolate 13857-BHL040517-GBD26433_10266-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATCTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATTTTAATTCGAGTTGAACTAG

GACATCCCGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCGCGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTTTTACTACCAAGTAGAATAGTGGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13859 Paratanytarsus sp. water mite diet isolate 13859-BHL040517-GBD24343_13335-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGTATAGTGGGTACTTCCTTAAGAATATTAATTTGAGCTGAACTAG

GTCATCCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTACCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13862 Paratanytarsus sp. water mite diet isolate 13862-BHL040517-GBD7216_18536-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTGTAGTTCATTTTCGGTGCCTGATCAGGAATAGTGGGTACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTAGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGAGTTTGACTTCTTCCCCCCTCTTTAACTCAGGTACTTCCAAGTAGAATAGTGGAAAATGG

AGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13863 Paratanytarsus sp.  water mite diet isolate 13863-BHL040517-GBD12386_6566-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGTATATTAATTCGAGCTGAAGTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTACTCCCCCCCTCTCTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13867 Chironomidae sp. water mite diet isolate 13867-BHL040517-GBD28751_13900-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATTAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTCATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAA

AAAAAATAAAAGGTTTTGATTACTTCCCCCTTCATTAACTTTATTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13869 Paratanytarsus sp.  water mite diet isolate 13869-BHL040517-GBD13250_26208-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGTCTGATCAGGAATAGTGGGAACTTCCCTATGAATTTTAATTCGAGTTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTT-

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CAAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAATGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13870 Paratanytarsus sp. water mite diet isolate 13870-BHL040517-GBD15495_10546-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAA-

TTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGGTACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGC

TTTGCCTCGAATAAATAATATAAGATATTGACTTCGTCCCCCCGCTTTAACACTAAAACTGCCAAGTAGAAGAGTGGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13874 Chironomus sp. water mite diet isolate 13874-BHL040517-GBD5193_14809-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGACCTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCATATTCGAGCGGAATT

AGGACGATCCGGAACTTTCCTTGGAGAGTAACAAATTTATAATGGTGTAGTTACTGCACATGATTTTATTATAATTTTTTT

CAGAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCGTCTTTCTAGATCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13876 Paratanytarsus sp. water mite diet isolate 13876-BHL040517-GBD8034_16485-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAA-

TTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTATGAGTCCCAGATATAGCT

TTTCCTCGAATAAATAATATAAGATTTTGACTTCATCCACCCTCTTTAACTCTGTGACGACCAAGTAGAATAGTGGAAAAT

GGAGCAGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13882 Paratanytarsus sp. water mite diet isolate 13882-BHL040517-GBD12541_7512-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATAACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATAATAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAAAAATATAAGATTTTGAACTCTTCCCCCCTCTTTAACCCTTTTACCTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13884 Paratanytarsus sp.  water mite diet isolate 13884-BHL040517-GBD17838_26643-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTGGGAACTTACATAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTCGATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279360, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13885 Paratanytarsus sp. water mite diet isolate 13885-BHL040517-GBD12876_24055-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTGATTATACGTCATTTTCTGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGAAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATATTGACTTCTTCCCCCCTCTTTAACACTATTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13886 Psectrocladius sp. water mite diet isolate 13886-BHL040517-GBD23475_6950-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTCATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCGTAATTAACTCTACTACTACCTAGCACAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13890 Paratanytarsus sp.  water mite diet isolate 13890-BHL040517-GBD17075_5652-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCTTAACTTTTATTGGAGATGACAAAATTTATAATGGAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGAGTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTTCTTCCAAGTAGAATAGTGGAAAATGGA

GCTGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13895 Paratanytarsus sp.  water mite diet isolate 13895-BHL040517-GBD22434_26006-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGAGCAGGAATAGTGGGAATTTCTCTAAGTATATTAATTCGAGCTGAACTAT

GACATCCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13897 Paratanytarsus sp.  water mite diet isolate 13897-BHL040517-GBD12033_16752-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGCTCATTATATTTTATTTTCGGTGCCTGATCAGGTATAGTGGGAACTTCCCTAAGAATATTTATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAAATGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13899 Paratanytarsus sp. water mite diet isolate 13899-BHL040517-GBD14259_28620-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGAGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATGGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCGGTTACTACCAAGTAGACTAGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13901 Paratanytarsus sp. water mite diet isolate 13901-BHL040517-GBD2801_20603-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCGGTATAGTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTTAACTA

GGACATCCCGGAACTTTTATTGGAGATGACTTAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCATTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13902 Chironomidae sp.  water mite diet isolate 13902-BHL040517-GBD29493_15494-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATAAGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACAC

GCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCTCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAAATGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13903 Paratanytarsus sp. water mite diet isolate 13903-BHL040517-GBD14280_19607-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCATTT

CCTCGAATAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13905 Paratanytarsus sp. water mite diet isolate 13905-BHL040517-GBD28131_11962-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATCCTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTA

GGTCATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTAACTTCTTCCCCCCTCTTTAACTCATTTACTTCCAAGTAGAAGAGTTGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13906 Paratanytarsus sp. water mite diet isolate 13906-BHL040517-GBD9964_6726-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACCTAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13907 Paratanytarsus sp. water mite diet isolate 13907-BHL040517-GBD18527_24524-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTTATTTTCGGTGCCTGATCCGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTATTTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13908 Psectrocladius sp. water mite diet isolate 13908-BHL040517-GBD9844_20665-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCCTTAATTGGAGATGATCAAATTTATATTGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGAATAGTCCCGTTAATATTATGTGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGGGTTTGATTACTTCCCCCGACATTAACTTTACTATTAGCTAGCACTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13909 Paratanytarsus sp. water mite diet isolate 13909-BHL040517-GBD6568_6327-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTC

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTATTATACTTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTATTACTAACAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13911 Chironomus sp. water mite diet isolate 13911-BHL040517-GBD18774_24688-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCACTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAAAGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCTCTTAAACGTCGACTATCTAGTTCTTTCGTAGAAAAGGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13915 Paratanytarsus sp. water mite diet isolate 13915-BHL040517-GBD9722_23491-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTTATTTTCGGTGCCTGATCAGGAATAGTGGGCACTTCTCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTT-

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAACATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACTCTATTACTACCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13916 Paratanytarsus sp. water mite diet isolate 13916-BHL040517-GBD18055_13131-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATTCCTATTTTTATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGTCCCCGATATAGCTTTTC

CTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAGGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13919 Paratanytarsus sp.  water mite diet isolate 13919-BHL040517-GBD12612_2237-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCCTTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTAAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTACGTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13924 Chymomyza sp. water mite diet isolate 13924-BHL040517-GBD13520_24590-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAGCACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATT

CTAATTCGAGCAGAATTAGGACATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGC

TTTTATTATAATTTTTTT-

ATAGTTATACCTATTCTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACGCTTTTACTTCCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID EU493571, identified in GenBank as 

Chymomyza procnemis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13926 Paratanytarsus sp. water mite diet isolate 13926-BHL040517-GBD13587_21340-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACTTTATACTTCATTTTCGGTGCCTGATCGGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTTATTGGAGAATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTATAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13927 Paratanytarsus sp. water mite diet isolate 13927-BHL040517-GBD8096_17280-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTAAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAA-

TTTTTTCATAGTTATACCTATTTTAATTGAAGGATTTGGGAACTGATTATTGCCTTTAATATTAGAAGCCCCAGATATAGC

TTCTCCTCGAATAAATAATATAAGATTTTGACTTCATACCCCCTCTTTAACACGTTTACTTCCAAGTAGAATAGTGGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13928 Psectrocladius sp. water mite diet isolate 13928-BHL040517-GBD12683_27360-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTTGAGCAGAACTCGGTCAC

GCGGTTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTAACGCTTTTGTAATATTTTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTTCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13931 Paratanytarsus sp. water mite diet isolate 13931-BHL040517-GBD22177_22455-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTTATTTTTGGTGCCTGATCAGGAATAGTGGGAACTTCATTAAGAATATTTATTCGAGCTGAACTGG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTT-

CATTGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTTTTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13932 Cricotopus sp.  water mite diet isolate 13932-BHL040517-GBD26942_19622-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACAGTATAGTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTGCTTACCTAGGAGTCTTAATTCGAGCTG

AAGTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTT

TTTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTT

TCCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCCTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGG

CGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13937 Psectrocladius sp.  water mite diet isolate 13937-BHL040517-GBD18107_12279-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGCACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGACAC

GCTGGTTCCTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACCGCTCACGCTTTTGTAATAAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13939 Chironomus sp. water mite diet isolate 13939-BHL040517-GBD9333_20027-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAAT

TAGGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTCC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACCCTTCTTCTTGCTAAGGCTGTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13946 Paratanytarsus sp. water mite diet isolate 13946-BHL040517-GBD29354_16776-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATAAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCTAATTTATAATGTAATTGTTACAGCTCATGCATTTATTAT-

ACTTTTTTCATAGTTATACCTATTTTACTTGGAGGATTTGGGATCTGATTATTGCCTTTAATATTAGGAGCCCCAGATATA

GCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTGGAACGCGGGGACGGCCAAGGAGAAGAGGGG

AAAAGGGAGCGGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13951 Paratanytarsus sp. water mite diet isolate 13951-BHL040517-GBD26407_15592-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATACTTCATTTTCGGTGCCTGATCAGGAATAGTTGGAACTTCCCTAAGAATATTAATTCGATCTGAACTAG

GACATCCCTGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCATTT

CCTCGAATAAATAATATAAGATTTTGACTTCTGCCCCCCTCTTTAACTCTATTACTTCCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13958 Paratanytarsus sp. water mite diet isolate 13958-BHL040517-GBD10288_22959-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTTTACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTCCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTTGAAGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCTTCT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTACCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13959 Paratanytarsus sp. water mite diet isolate 13959-BHL040517-GBD26279_19948-Ldc63 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATCCTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGCACTCA

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTGCTTCCCCCCTCTGTAACTCTTTTACTGCCAAGTAGAATAGTGGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13960 Chironomus riparius water mite diet isolate 13960-BHL040517-GBD20581_27844-Ldc63 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTTGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCAGAACTTTCATTGGAGATGACCAAATTTAAAATGTCGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCGCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13966 Paratanytarsus sp. water mite diet isolate 13966-BHL040517-GBD4809_13165-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTCATTTTCGGTGCATGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTT-

TTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTTTTGCCTTTAATATTAGTAGCCCCAGATAAAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTACCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13967 Chironomidae sp. water mite diet isolate 13967-BHL040517-GBD8677_18377-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13968 Chironomus riparius water mite diet isolate 13968-BHL040517-GBD7644_22181-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

CGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAAATTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCACTTACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13971 Chironomus riparius water mite diet isolate 13971-BHL040517-GBD20477_4886-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTATCAAGATCAATAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13972 Chironomidae sp. water mite diet isolate 13972-BHL040517-GBD19109_17077-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTTGGTCAC

CCATGCTCATTTATCGGAGACGATCAAATTTATAATGTTATTGTTACAGCTCAAGCTTTTGTTATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAAATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13977 Chironomus riparius water mite diet isolate 13977-BHL040517-GBD25388_22755-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGGCTTGTTCCGTAATAGTGGGAACTTCATTAAGATTGCTTATTCGAGCAGAATT

AGGACTACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTCGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCTCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13978 Chironomidae sp. water mite diet isolate 13978-BHL040517-GBD21602_20157-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACGACCA

GGAACTTTTATTGGAGACGAACAAATATATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGTGAT

ACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAA

TAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13980 Diaphanosoma sp.  water mite diet isolate 13980-BHL040517-GBD15380_22298-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTAATATGGCCTTTCCTCGTTT

AAACAATTTAAGGTTTTGAATATTACCCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13981 Chironomus sp. water mite diet isolate 13981-BHL040517-GBD15233_23577-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTATTTCGAGCAGATTT

AGGACGACCAGGAACTTTTATTGGAGACAACCAAATTTATAATGTAATTGTAACAACTCATGCTTTTATTATAATTTTTTT

CATAATTATACCACTTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13983 Paratanytarsus sp.  water mite diet isolate 13983-BHL040517-GBD6831_11318-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCCGAATTAGGGCA

CCCTGGAACATTTACTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTTGGGGTTTTGGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13984 Chironomus riparius water mite diet isolate 13984-BHL040517-GBD19222_21312-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTAGGGGCTTGATCCGGAATAGTGGGAATTTCTTTCAGAATGATTATCCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13986 Chironomus riparius water mite diet isolate 13986-BHL040517-GBD24063_11309-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATCGTGGGAACTTCATTAAGAGTGCTTATCCGAGCAGAATT

CGGACGACCCGGAACTTTCATTGGAGATGACCGAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTA

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCGTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13987 Paratanytarsus sp.  water mite diet isolate 13987-BHL040517-GBD8042_8365-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTAAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATACTAGGAGCCCCAGATATAGCTTTTTCC

TCGAATAAATAATGTAAGACTTTGACTTCTTCCCCCCACTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13990 Chironomus sp. water mite diet isolate 13990-BHL040517-GBD9612_26366-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAAAACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAAAATAAGTTTCTGACTTTTACCCCCCTCCCTTACTCTTCTTCTTGCTAGTTCGTTCGCAGAAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13992 Chironomus riparius water mite diet isolate 13992-BHL040517-GBD15177_13994-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGATTGCTTTTCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTAACCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL13994 Chironomus sp. water mite diet isolate 13994-BHL040517-GBD13511_1934-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTGGACCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTACAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACACTACTTCTATCTAGTACTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL13998 Chironomus riparius water mite diet isolate 13998-BHL040517-GBD23910_9538-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGCCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCATAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGAGATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTGCTGCATTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14005 Cryptochironomus sp. water mite diet isolate 14005-BHL040517-GBD19454_23168-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACAACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCATG

GTCATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14007 Dicrotendipes sp.  water mite diet isolate 14007-BHL040517-GBD8393_11054-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATTGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14009 Chironomus riparius water mite diet isolate 14009-BHL040517-GBD26564_19862-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTACTTTTGGGGCTTGATCCGGAATAGTGGGCACTTCATTAAGAATGCTTATTAGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TTATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14010 Chironomus sp. water mite diet isolate 14010-BHL040517-GBD13619_15778-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTG

CCTCGAATAAATAATATAAGTTTCTGGCTTTGGCCCCCCACTCTTACACTTCATCTATCTAGTTCTTGCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14012 Chironominae sp. water mite diet isolate 14012-BHL040517-GBD12296_2986-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATAATTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGT

CACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATCCTAATTGGTGGATTTTGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGA

ATAAATAATATGAGATTTTGATTACTTCCCCCTTCTGGATCACTTCTTCGGTCTAGCGCAATTGTATAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14014 Chironomus riparius water mite diet isolate 14014-BHL040517-GBD7275_15017-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTTTACCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTCACCCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14018 Chironomus riparius water mite diet isolate 14018-BHL040517-GBD23549_10878-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGTAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGCATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGTACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTCTAATTGGAGGATTCGGAAACTGACTTGTCACCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGATTTTTTACCCCCCTCTCTTACTCTTCTGCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14019 Chironomus sp. water mite diet isolate 14019-BHL040517-GBD12026_27507-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCGTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTCTTATTATAATTTTTT

TCATGATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACGCTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGGGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14029 Chironomus sp. water mite diet isolate 14029-BHL040517-GBD24020_8198-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGATTT

AGGACGCCCCGGAACTTTCTTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTT

CATAATTATACCAATTATAATTGGAGGATTCGGAAAATGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAACAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTCATAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14039 Chironomus riparius water mite diet isolate 14039-BHL040517-GBD17030_12316-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTTATTGAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTATTGCACATGCTTTTATTATAATTTTTT

TCATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCCTTATAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1404 Chironomidae sp.  water mite diet isolate 1404-BHL110116-GBD27422_16810-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTCTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTGTCCGCGAA

AAAATAATATAAGATTTTGATTATTACCCCCTGCATTAACCTTACTTTAATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14040 Orthocladiinae sp.  water mite diet isolate 14040-BHL040517-GBD20949_11698-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTAATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACC

CAGGATCATTGATCGGAGACGACCAAATTTTTAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14044 Chironomus riparius water mite diet isolate 14044-BHL040517-GBD26445_17382-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCAATTC

CGCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACGCTTCGTCTATTCTAGTTCGTTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14050 Chironomidae sp.  water mite diet isolate 14050-BHL040517-GBD23014_14609-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTTGGAGCCTGATCAGGAATAGTTGGGACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGA

CATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATAATCGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTAACCCCATCTCTAACATTATTACAATCAAGAAGTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14052 Chironomus riparius water mite diet isolate 14052-BHL040517-GBD9396_12529-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTT

TCATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCAGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTCCAAGTACATTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14057 Chironomus sp. water mite diet isolate 14057-BHL040517-GBD22095_22089-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGTCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTCTACCCCCCTCTCTTACTGTTCATCATTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14058 Chironomus sp. water mite diet isolate 14058-BHL040517-GBD5428_14148-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATATTTGGAGCACCTGACATAGCTTTTCC

CCGAATAAATAATATAAGGTTCTGACTTTTACCCCCCCTCTCTTACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14060 Cryptochironomus sp. water mite diet isolate 14060-BHL040517-GBD22264_13564-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAGTTAGGA

CGACCAGGAACTTTTATTGGAGACAACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATG

GTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATCGCATTTCCCCG

AATAAATAATATAAGAGTTTGACTTTTACCCCCATCCTTGACCCTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTG

GATCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14065 Chironomus sp. water mite diet isolate 14065-BHL040517-GBD5440_14827-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCGTTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCTTAGTTATACCAATTCTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCCGGCATTGCTTTTC

CCCGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14068 Chironomus riparius water mite diet isolate 14068-BHL040517-GBD25534_20817-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTCTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCTAACTCTTCTTCTTTCTAGTACTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1407 Chironominae sp.  water mite diet isolate 1407-BHL110116-GBD1984_13114-Lq45 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGGACACCACTTAGTATATTGATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTATAGTGTTATTGTATCAGCTCACGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATACTAATTGGTGGAATTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAACAATATGAGATTTTCATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGCGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR754526, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14070 Cryptochironomus sp.  water mite diet isolate 14070-BHL040517-GBD11637_4386-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTCGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTCGGAAATTAATTAGTACCTCTAATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGAGTTTGATTATTACCCCCATCCTTGACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14081 Chironomidae sp. water mite diet isolate 14081-BHL040517-GBD14659_26932-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTCGACTAGAATTAGGA

CACCCAGGCTCATTAATCAGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGATTTTGTAATAATTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAACATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTGTCAAAATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14087 Psectrocladius sp. water mite diet isolate 14087-BHL040517-GBD25698_15683-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATAAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAAGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCGTCTTTAACTTTAGTATTATCTAGCACACTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14093 Cryptochironomus sp. water mite diet isolate 14093-BHL040517-GBD13504_15642-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCCCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACAACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGAGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGAGTTTGACTTTAACCCCCATCCTGGACACTGCTTCTTTCAAGATCAATTGTAGAAAATGGCGCTGG

ACCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14107 Cricotopus sp.  water mite diet isolate 14107-BHL040517-GBD20196_14275-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATTCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATACAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATAGTTGAAAATGAAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14108 Chironomidae sp. water mite diet isolate 14108-BHL040517-GBD16969_23738-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATCCGAGCAGAATTAGGAC

ACCCCGGTTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATATTTTTTTTTTATAG

TGACACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14109 Chironomus riparius water mite diet isolate 14109-BHL040517-GBD11162_4469-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATCAAGGATGCTTATCCGAGCAGAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGACTCAATAATATAAGTTTCTGTCCTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14111 Chironomus riparius water mite diet isolate 14111-BHL040517-GBD22998_6345-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATAGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCATAGCTTACTCTACTTCGTTCTAGTTCTGTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14112 Chironomus riparius water mite diet isolate 14112-BHL040517-GBD25772_17752-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGAATTTTACCCCCCTCTCTTACTCGACATCTTTCTAGTTCTTGCGTATAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14115 Chironomus riparius water mite diet isolate 14115-BHL040517-GBD23532_14813-Ldc64 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGCGCAGAAT

TAGGACGACCCGGAACTTTCTTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTTGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACGCGTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14116 Chironomidae sp.  water mite diet isolate 14116-BHL040517-GBD11095_11971-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAAGAGCCCCAGATATAGCTTTTCCTCGAAT

AAAAAATATAAGTTTTTGATTATTACCCCCATCTCTAAAATTATAACTGTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14130 Chironomus sp. water mite diet isolate 14130-BHL040517-GBD4640_23666-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTATGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTTATTGGAGATGACCGAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATCTTTTTTTTT

CATAATTATACCAATTATAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAACAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTGCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14131 Chironomus sp. water mite diet isolate 14131-BHL040517-GBD17484_28676-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTTATGGGAGATAACCAAATTTATAATGTTGTAGTTACTGCACATACTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14132 Chironomus sp. water mite diet isolate 14132-BHL040517-GBD9701_27758-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTCGTAGTTACTGCATATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGAATTGTCCCCCATAATACTTGGAGCACCTGACATAGCTTTT

TCTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14145 Chironominae sp. water mite diet isolate 14145-BHL040517-GBD20040_4505-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTAGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGT

CACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCCCGT

ATAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14146 Chironominae sp. water mite diet isolate 14146-BHL040517-GBD11450_2281-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAACTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR166401, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14147 Paratanytarsus sp.  water mite diet isolate 14147-BHL040517-GBD20046_2179-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGAGCTTGATCAGGAATATTCAGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACACCCT

GGAACATTTATTGGAGATGTTCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTTATA

CCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAAT

AATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR758568, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14148 Cricotopus sp. water mite diet isolate 14148-BHL040517-GBD11430_17454-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTATCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCATTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAACATAAGATTTGGATTACTTCCCCCTGCTTTATCTCGTCTTCTT-

TCTAGCGCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14149 Paratanytarsus sp.  water mite diet isolate 14149-BHL040517-GBD9953_12872-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATCTATTGGTGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGACATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCGTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14150 Cricotopus sp. water mite diet isolate 14150-BHL040517-GBD19117_16380-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCAT

GCGGGTTCTTTAATTAGAGAAGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR160609, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14151 Chironomus sp. water mite diet isolate 14151-BHL040517-GBD5212_10308-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGG

GCCCCTGACATAGCTTTTCCACGAATAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCT

CAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14152 Chironominae sp. water mite diet isolate 14152-BHL040517-GBD8626_6310-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGCACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTTATTATAATTTTTTTTTATA

GTTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGT

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAATAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR166401, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14153 Orthocladiinae sp. water mite diet isolate 14153-BHL040517-GBD24746_13355-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCATTTGTAATAATTTTTTTTTATAG

TAATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGA

ATAAATAACATAAGATTTAGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14154 Cricotopus sp. water mite diet isolate 14154-BHL040517-GBD27183_15866-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCAC

CCTGGAAATTTTATTGGTTATGATCAAATTTACAATGTTATTGTAACAGCTCACGCGTTTATTATAAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCTCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14157 Paratanytarsus sp. water mite diet isolate 14157-BHL040517-GBD24236_6600-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTTTATTTTCGGAACTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCACCCTG

GAGCATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTTATAC

CTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAATA

ATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAATGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR758568, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14158 Paratanytarsus sp. water mite diet isolate 14158-BHL040517-GBD12158_25520-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCACTTTCGGTGCCTGATCAAGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCT

ATAGTTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCC

CGTATAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTACTATCAAGAAGATTAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1416 Oligochaeta sp. water mite diet isolate 1416-BHL110116-GBD8892_6022-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTACAGCAGTAGAAAATGGAGCCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL14160 Paratanytarsus sp. water mite diet isolate 14160-BHL040517-GBD20964_15192-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCACATGCTTTTATTATAATTTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAGTCCCTGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14162 Psectrocladius sp.  water mite diet isolate 14162-BHL040517-GBD11058_6932-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTACTTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCCCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14163 Paratanytarsus sp. water mite diet isolate 14163-BHL040517-GBD16504_8471-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACC

CAGGCTCATTGATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATA

AATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14164 Paratanytarsus sp.  water mite diet isolate 14164-BHL040517-GBD16074_2190-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGTAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTCATTTTAGGAGACCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14165 Orthocladiinae sp.  water mite diet isolate 14165-BHL040517-GBD28817_16258-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATAAAGCTTTTCCCCGAA

CAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCGGACTATTAACAAGATCAAAAGTAGAAAAATGGAGCTGG

AACA

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14166 Orthocladiinae sp. water mite diet isolate 14166-BHL040517-GBD4462_12930-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAGTTTATAATGTAATTGTTACAGCACAAGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCATGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAAC---

TCTTTTACCTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14167 Chironominae sp.  water mite diet isolate 14167-BHL040517-GBD5980_23677-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTAGAGTAGAATTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAATTAATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAGA

AAAAATATGAGATTTTGATTACTTCCCCCCTTCTTTAACTCTTCTTCTTTCTAGCGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR764241, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14168 Paratanytarsus sp.  water mite diet isolate 14168-BHL040517-GBD28151_14091-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATACAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCGTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1417 Chironomidae sp.  water mite diet isolate 1417-BHL110116-GBD23131_13504-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACCAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14170 Chironomus sp. water mite diet isolate 14170-BHL040517-GBD20897_18580-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTATGC

TTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCACGC

ATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGGCC

CCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGAT

TAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14171 Chironominae sp. water mite diet isolate 14171-BHL040517-GBD19755_24224-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTCGGTGCCTGATCAAGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGA

ATAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATATCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14172 Chironomus sp. water mite diet isolate 14172-BHL040517-GBD11639_9034-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACCTTATATTTATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTA

TGCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGTCGACGACCAGATTTATAATATAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATATTAGGGG

CCCCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTTTCAAGTTC

ATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14173 Chironominae sp. water mite diet isolate 14173-BHL040517-GBD26539_23645-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCTTTTAGTATTTTAATTCGAGCAGAACTTGGTCA

CCCTGGTTCTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTTCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTCTACTACTATCTAGCTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KM921023, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14174 Paratanytarsus sp. water mite diet isolate 14174-BHL040517-GBD7761_23061-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATACTTCATTTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTCTATTGGAGATGACCAATTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAACTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAAC---

CTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR292109, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14175 Chironominae sp.  water mite diet isolate 14175-BHL040517-GBD3622_9793-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCCTTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATCTTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACCCTTCTTCTATCAAGCACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14176 Chironominae sp. water mite diet isolate 14176-BHL040517-GBD19949_3460-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTATAG

TTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTCTTCCACGAA

TAAATAATACGAGATTTTGATAACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14179 Chironomidae sp.  water mite diet isolate 14179-BHL040517-GBD7580_24245-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCCGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGACTTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1418 Chironominae sp.  water mite diet isolate 1418-BHL110116-GBD22348_14893-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCAC

CCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR751061, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14180 Cricotopus sp. water mite diet isolate 14180-BHL040517-GBD14634_10058-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAATTAGGTCAT

GCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTACTCATGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATGGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14181 Diptera sp. water mite diet isolate 14181-BHL040517-GBD17385_21986-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTTCTTTATATTTTATTTTCTGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTA

TATTAATTCGAGCAGAATTAGGACACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCAT

GCTTTTATTATAATTTTTTTTTATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGA

GCCCCAGATATAGCATTCCCTCGAATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGAT

CTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID JF966746, identified in GenBank as 

Anopheles maculipennis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>RL14182 Chironominae sp. water mite diet isolate 14182-BHL040517-GBD4829_14451-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCATTTAGTATATTAATTCGAGCAGAACTTGGTC

AACCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCAAGCTTTTATTATAAATTTTTTTTATAG

TTATACCTATCCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTGCTTCCCCCTTCATTATCTCTACTTCTATCTAGCTCAATTGTAGAAAATGAAGCTGGAT

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14183 Orthocladiinae sp. water mite diet isolate 14183-BHL040517-GBD20301_23614-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTATTTCGGCTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAA

TAAATAATATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14184 Paratanytarsus sp.  water mite diet isolate 14184-BHL040517-GBD26820_18704-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCTGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACAA

TCTGGAACATTTATTGGAGATTATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATCATAATTTTTTTATATAGTT

ATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR740890, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14186 Paratanytarsus sp.  water mite diet isolate 14186-BHL040517-GBD27553_16548-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATTCTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTAGTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAAAATAGTGGAAAAGGGAGGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14187 Chironominae sp. water mite diet isolate 14187-BHL040517-GBD14308_10229-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTTCAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGGCCCCTGACATAGCTTTCCCCCGAA

TAAATAATATAAGTTTCTGAATACTTCCCCCATCACTTACATTACTCCTTTCAAGTTCATTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14188 Chironominae sp. water mite diet isolate 14188-BHL040517-GBD13294_15919-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAACTTGGTCACCCT

GGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAATAGCTCACGCTTTTATTATAATTTTTTTTTATAGTTATA

CCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGTTATAGCTTTTCCACGAATAAAT

AATATGAGATTTTGAATACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KT115418, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1419 Chaetogaster diastrophus water mite diet isolate 1419-BHL110116-GBD6008_7533-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAAGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTTTAGTTATACCACTATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAACTCTGCTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>RL14190 Chironomidae sp. water mite diet isolate 14190-BHL040517-GBD6224_20922-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14192 Chironominae sp.  water mite diet isolate 14192-BHL040517-GBD16841_9155-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCCCTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGCTGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGATTACGTCCCCCTGCCTTATCACTTCATCTTGCTAGCTCAATTGTAGGAAAATGGGGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR657518, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14193 Cricotopus sp. water mite diet isolate 14193-BHL040517-GBD20458_5120-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCAGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCACGAAT

AAATAATATGAGATTTTGATTCCTTCCCCCCTTCTTCATCTCTTCTTCTT-

TCTAGCTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14194 Diptera sp. water mite diet isolate 14194-BHL040517-GBD23103_21565-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATATTTTATATTTGGAGCTTGAGCGGGAATAGTAGGAACTTCTCTTAGT

ATTTTAATTCGAGCAGAATTAGGACATCCAGGTGCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCA

TGCTTTTGTAATATTTTTTTTTTATAGTAATACCTATTATAATTGGAGGGTTTGGAAATTGATTGGTTCCTTTAATATTAGG

AGCCCCTGATATAGCTTTTCCACGAATAAATAATATGAGATTTTGATTATTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCT

CAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID KJ522842, identified in GenBank as 

Anopheles sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14195 Paratanytarsus sp.  water mite diet isolate 14195-BHL040517-GBD27093_13226-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTTTATTAGTTCGAGCGGAATTAGGA

AACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATATTTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGT

ATAAATAATATAAGTTTTTGATTACTTCCCCCATATTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14196 Cricotopus sp. water mite diet isolate 14196-BHL040517-GBD8826_15922-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTGTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTCAGAGTTTTAATTCGAGCAGATTTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAAAATAAGATTTTAATTATTACCACCTTCTTCAACATTATTATTATCAAGAGCTATTGTAGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14197 Paratanytarsus sp.  water mite diet isolate 14197-BHL040517-GBD11487_14414-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCTGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATCATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATCGACTTTTTCCTTTAATATTAGGAGCCCCCGACATAGCTTTTCCCCGTA

TAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCCATCAAGAAGACTAGTGGAAAATAGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14201 Chironominae sp.  water mite diet isolate 14201-BHL040517-GBD25552_18607-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCACTTAGTATATTAATTCGAGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATTAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCACTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTACTACCCCCTTCTTTAACTCTACTACTTTCTAGCTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14202 Paratanytarsus sp.  water mite diet isolate 14202-BHL040517-GBD6969_7481-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTCGGTGCCTGATCAGGAATATTGGGAACTTCTCTAAGAATATTATTTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAATACAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14203 Diaphanosoma sp. water mite diet isolate 14203-BHL040517-GBD23141_3696-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCTTTAGTATATTTATTCGAGCTGAATTAGGGCG

GTGTGGCAGACTTATTGGTGATGACCCAATTTATAGTGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTGTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATTAGCTGGTGCCTTTAATACTAGGTGCCCCTGATATAGCTTTTCCTCGTTT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14204 Cricotopus sp. water mite diet isolate 14204-BHL040517-GBD27521_10406-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCAC

CCTGGAACTTTTATTGTTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAAATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14206 Chironominae sp. water mite diet isolate 14206-BHL040517-GBD17582_13255-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTGTTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTACCAAGATTAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14210 Orthocladiinae sp. water mite diet isolate 14210-BHL040517-GBD28755_18363-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGTATTAGGACACC

CTGGAACATTTATTGGAGATGATCAAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGACCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14211 Paratanytarsus sp.  water mite diet isolate 14211-BHL040517-GBD18375_22849-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCCTGATCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCTGAATTAGGACA

CCCTGGAACTTTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTTTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATA

AATAATATAAGATTTTGATTACTTCCCCCATCTTTAACCCTTCTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14213 Dicrotendipes sp.  water mite diet isolate 14213-BHL040517-GBD16829_11874-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTTGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATCCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAAGATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14214 Mamiellaceae sp. water mite diet isolate 14214-BHL040517-GBD9292_9938-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACCTTATAT-

TTATTATTCGGTGCATTTGCTGGGGTATTAGGGACGTGTTTTTCCTTAGTTATTCGAATGGACTTAGCACACCCTGGACA

ACAGATTTTAAATGGAAACCACCAATTATATAATGTCATTATTACAGCCCACGCATTCCTGATGATCTTCTTCATGGTAAT

GCCAG-

TCTTAATCGGAGGTTTTGGTAACTGGTTTGTACCAGTCATAATTGGTGCACCGGACATGGCGTTTCCACGACTAAACAAC

ATTAGTTTTTGGTTACTTCCCCCTTCTTTATCTCTTCT

Using NCBI BLASTN in June 2018, this sequence was 80.9% 

identical to accession ID FJ859351, identified in GenBank as 

Micromonas sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14216 Chironomidae sp.  water mite diet isolate 14216-BHL040517-GBD27858_10279-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCTGGAATAGTTGGAACTTCCTTAAGGATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTTTACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATCATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1422 Chironomidae sp. water mite diet isolate 1422-BHL110116-GBD11147_18978-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTCATCGGAGACGATCAAATTTATAATGTTATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCAATTTTAATTGGAGGCTTAGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTCTTCCGCGAA

TAAATAATATAAGATTTTGATCATTACCCCCTTCATTGACCTTACTTTTATCAAAATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14221 Paratanytarsus sp.  water mite diet isolate 14221-BHL040517-GBD26198_13947-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGCTCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATCATAATTTTTTTTATAGT

TCTACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCAGCTTTAACCCTGCTGCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14225 Paratanytarsus sp.  water mite diet isolate 14225-BHL040517-GBD6396_25120-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATATTCGGAACATCCTTAAGTATATTAATTCGAGTTGAATTAGGTC

ACCCTGGAACATTTAATGGAGATGATCAAATCTATAATGCTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGT

ATAAATAATATAAGTTTTTGATTACTTCCCCCAACTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14232 Chironominae sp. water mite diet isolate 14232-BHL040517-GBD6315_10087-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAACATGAGATTTTGATTACTTCCCCCTTGTTTAAC-

ATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14237 Chironominae sp. water mite diet isolate 14237-BHL040517-GBD25966_13916-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCATTTAGTATATTAATTCGAGCAGAATTTGGTC

ACCCTGGAACTTTTATTGGTAATGAACAAATTTACAATGTTATTGTAACAGCTCATGCTTTTATTATATATTTTTTTTATAG

TTATACCTATCCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGACTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR166401, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14239 Chironominae sp. water mite diet isolate 14239-BHL040517-GBD4794_11274-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCTTAATTGGTGGATTTGGAAATTAATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAA

AAATAATATGAGATTTTGATTACTTCCCCCCTTCTTTATCTCGTCTTCTATCGAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1424 Lebertia quinquemaculosa water mite diet isolate 1424-BHL110116-GBD4659_9765-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCATTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTCGGAAATTGGCTAGTCCCATTGATAATTAGAGCTCCAGATATAGCATTTCCACG

AATAAACAATATAAGATTTTGACTTTTACCCCCCCTCTTTAACTCTTCTACTATCTAGTTCTTTTACAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID MG773261, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL14240 Paratanytarsus sp. water mite diet isolate 14240-BHL040517-GBD6093_19904-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATCATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGGCCCCTGACATAGCTTTTCCCCCGAA

TAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACTCCTTTCAAGTTCATTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14243 Cricotopus sp. water mite diet isolate 14243-BHL040517-GBD23627_7401-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATATTTGGAGCTTGAGCGGGAATAGTAGGAACTTCTCTTAGTATTTTAATTCGAGCAGAATTAGGAC

ATCCAGGTGCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TAATACCTATTATAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGATATAGCATTCCCTCGA

ATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14244 Paratanytarsus sp.  water mite diet isolate 14244-BHL040517-GBD27642_12457-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCTCTAAGTATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAAATGATTATTGCCTTTAATTATAGGAGCCCCAGATATAGCCTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCGTTAACTCTTTTACTTTCAAGTAGAATAGTGGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14246 Chironomus sp. water mite diet isolate 14246-BHL040517-GBD2932_14402-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTTGGTGCTTGATCAGGAATGGTAGGGGCTACTTTAAGTA

TGCTTATTCGATCAGAGTTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGTGG

CCCCTGACATAGCTTTCCCCCGAATAAATAATAAAAGTTTCTGATTACTTCCCCCATCACTTACAGTACTCCTTTCAAGTTC

ATTTGTAGAAAATGGGGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14248 Paratanytarsus sp.  water mite diet isolate 14248-BHL040517-GBD19828_27493-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACGC

CCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGATACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCCTTTCCCCGTATA

AATAATATAAGTTTTTGATTACTTCCCCCATCATTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR758568, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14249 Chironominae sp. water mite diet isolate 14249-BHL040517-GBD17934_17728-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCTTTTAGTATATTAATTCGAGCAGAACTTGGTCA

TCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATCCTAATTGGTGGATTTGGAAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTACTTCCACCTTCTTTAACTCTACTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR654792, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14250 Paratanytarsus sp.  water mite diet isolate 14250-BHL040517-GBD10448_5526-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATCTTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACCTCCTTAAGTATCTTAATTCGAGCAGCATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCACCGTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14252 Paratanytarsus sp.  water mite diet isolate 14252-BHL040517-GBD21671_27161-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTCTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGAAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATGCCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTA

TAAATAATATAAGTTTTTGATTACTTTCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14253 Paratanytarsus sp.  water mite diet isolate 14253-BHL040517-GBD9122_6106-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ATCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCCTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14256 Cricotopus sp. water mite diet isolate 14256-BHL040517-GBD10539_17842-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGAATAGTGGGTACTTCTCTTAGAATTTTAATTCGAGCAGAATTCGGTCA

TGCAGGTTCTTTAATTGGAGATGATCAAATTTCTAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14257 Orthocladiinae sp. water mite diet isolate 14257-BHL040517-GBD15307_11405-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTCGGTGCCTGATCAAGAATAGTAGGAACTTCCCTAAGAATTTTAATTCGACCAGAATTAGGACACCC

AGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14259 Chironominae sp. water mite diet isolate 14259-BHL040517-GBD7734_10668-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAACAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATCCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCACGAA

TAAATAATATAAGATTTTGATTACTTCCCCATTCTTTAACTCTTCTACTATCTAGCTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1426 Chironominae sp.  water mite diet isolate 1426-BHL110116-GBD18949_2771-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14261 Orthocladiinae sp.  water mite diet isolate 14261-BHL040517-GBD15282_4431-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGTCTACGTCCTAATTTATAATGTAATTGTTACAGCACATGCTTTTGTCATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGCGCTGGACC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14263 Paratanytarsus sp.  water mite diet isolate 14263-BHL040517-GBD29123_12071-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGCTGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAGTATTAGGAGCCCCCGATATAGCTTTTCCCCGTA

TAAATAATATAAGGTTTTGTTTACTTCCCCCATCATTAACCCTTCCTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14264 Cricotopus sp. water mite diet isolate 14264-BHL040517-GBD3558_18705-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCAT

GCGGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATCAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGAAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14265 Paratanytarsus sp.  water mite diet isolate 14265-BHL040517-GBD9628_9055-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATGAGGAATAATCGGAACATCCTTAAGTATTTTAATTCGAGCAAAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCCATAATGTTATTGTTACAGCTCATGCCTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGATTTTTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14270 Paratanytarsus sp. water mite diet isolate 14270-BHL040517-GBD13665_19026-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGGATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

GCCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCCTTTCCCCGTA

TAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14271 Paratanytarsus sp.  water mite diet isolate 14271-BHL040517-GBD23027_16888-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTAGGAGCTTGATCAGGAATAATCGGAGCATCCTTAAGTATACTAATTAGAGCAGAATTAGGA

CACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGT

ATAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14273 Orthocladiinae sp.  water mite diet isolate 14273-BHL040517-GBD6953_13209-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTATGACAC

CCAGGCTCATTGATCGGAGACGAACAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGACATAGCTTTTCCCCGAAT

AAATAATATAAGATTTTGAATATTACCCCCTTCATTAACCTTACTTTTATCAAAAGCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14276 Paratanytarsus sp.  water mite diet isolate 14276-BHL040517-GBD25286_8364-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCCCGTAT

AAATAATATAAGTTATTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAACATTAATTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14279 Chironominae sp.  water mite diet isolate 14279-BHL040517-GBD12823_10030-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGGACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGATCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14280 Paratanytarsus sp. water mite diet isolate 14280-BHL040517-GBD5692_6149-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGAGCCTGATCAAGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAT

GACATCCCGGAACTTTTATTGGAGATGAACAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTTGGAGCCACTGATATAGCTTTTCCTCG

AAAAAATAATATAAGATTTTGACTTCTTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14284 Paratanytarsus sp.  water mite diet isolate 14284-BHL040517-GBD9218_6041-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAT

ACCCTGGAACATTTATTGGAGATGATCAAATCTGTAATGTTATTGTTACAGCTCATGCTTTTATCATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCACCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTAATTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14287 Chironomidae sp. water mite diet isolate 14287-BHL040517-GBD8209_25089-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTATGCTTATTCGAGCAGAATTAGGACGACCCGT

AACTTTTGTTGGCGACGAACATATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATTTTTTTTTATAGTTATACC

TATTTTAATTGGAGGTTTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAA

TATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAATAGAATAGTGGAAAATGGAGCTGGAGCAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID KR747869, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14294 Paratanytarsus sp.  water mite diet isolate 14294-BHL040517-GBD24285_22650-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTTGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGATCAGAATTAGGACAC

CCTGGTTCATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTTTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATA

AATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR758568, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14297 Paratanytarsus sp.  water mite diet isolate 14297-BHL040517-GBD14487_25724-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAACTTGATCAGGAATAATCGGAACATCCTTAAGTATATTTATTCGAGCAGAATTAGGAC

ACCCCGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCTCGTAT

AAATAATATAAGTTTCTGATTACTACCCCCATCTTTAACCCTTCTTCTATCCAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14299 Chironominae sp. water mite diet isolate 14299-BHL040517-GBD6920_22836-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCCTGATCTGGAATAGTAGGAACTTCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATCCTAATTGGTGGATTTGGAAATTGATTATTTCCTTTAATATTAGGAGTCCCAGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACTTCCCCCCTCTTTAACTCTTCTTCTTTCTAGCACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14300 Cricotopus sp.  water mite diet isolate 14300-BHL040517-GBD10982_11508-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGA

ATTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGGGCTCCTGATATAGCTT

TCCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACCTTCAAGTACAATTGTTGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14302 Cricotopus sp. water mite diet isolate 14302-BHL040517-GBD26780_18742-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATTTTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGTATTTTAATTCGAGCAGAATTAGGTCA

TGCTGGATCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTATAATAATTTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGAATAGTCCCTTTAATACTAGGAGTCCCAGATATAGCATTCCCTCGAA

TAAAAAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATGATCAAGATCTAGTGTAGAAAATGGAGCTGGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14303 Chironominae sp. water mite diet isolate 14303-BHL040517-GBD10689_21958-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGGCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTGCCCCCCTCCGTTAACACTTCATCAATCTAGCTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14304 Cricotopus sp. water mite diet isolate 14304-BHL040517-GBD22531_24632-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGTGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCC

CGGAACTTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTATTAATTTTTTTTATAGTAAT

ACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATAA

ATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14310 Chironominae sp. water mite diet isolate 14310-BHL040517-GBD26049_21285-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGTGCTTGATCTGGAATAGTAGGAACTTCCCTTAGTATATTAATTCGAGCTGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATCCTAATTGATGGATTTGGAAATTGATTAGTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTACTTTCTAGCACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14313 Paratanytarsus sp.  water mite diet isolate 14313-BHL040517-GBD25167_7542-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTAGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATTTTAATTCGAGCAGAATTCGGAC

AACCTGGAACATTTATTGGAGATGATCAAATCTTTAATGTTATTGTTACAGCTCATGTTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGCTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTA

TAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14316 Paratanytarsus sp.  water mite diet isolate 14316-BHL040517-GBD15538_25654-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATGCTTTATTTTCGGGGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATGTTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGATGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTAAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR282105, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14319 Paratanytarsus sp.  water mite diet isolate 14319-BHL040517-GBD4952_22249-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTATTAC

ACCCTGGAACATTTATTGGAGATGATTAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACGTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTA

TAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1432 Chironomus riparius water mite diet isolate 1432-BHL110116-GBD5353_13205-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGAGGACCCGGAACTTTCATTGGATATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACAAATTTAAATTGGAGGATTCGGAAACTGACTTGTCCATCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14320 Chironominae sp. water mite diet isolate 14320-BHL040517-GBD26466_14250-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACCTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTCTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAGTTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATCCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCACGAA

TAAATAATATAAGATTTTGATTACTTCCCCCTTCATTAACTCTACTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14325 Chironominae sp. water mite diet isolate 14325-BHL040517-GBD27043_18602-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCATTTAGTATATTAATTCGAGCTAAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGTCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14329 Chironominae sp. water mite diet isolate 14329-BHL040517-GBD10555_26664-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACAGTATATTTTATTTACGGAGCTTGATCTGGAATAGTAGGAGGATCACTTAGTATATTAATTCGAGCAGAACGCGGT

CACCCTGGAACTTTTATTGGTTATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTCGCTCAATTGTATAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14332 Paratanytarsus sp. water mite diet isolate 14332-BHL040517-GBD4252_13021-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTAGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATTAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGATT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCGAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14334 Chironomus sp. water mite diet isolate 14334-BHL040517-GBD22084_20443-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTATACATTATTTT-

GGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACGACACGGAACTTTCATTA

GAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAATATAATTTTTTTCATAGTTATACCAATTTTAATTGG

AGGATTCGGAAACTGACTTGTCCCCCCAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCC

GACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1434 Chaetogaster diastrophus water mite diet isolate 1434-BHL110116-GBD16842_22345-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGGCTAACTATATCATACTCTTGTAACTGCC

CACCCATTTCTAATAATTTTCTTTTTAGTTATACCATTATTTATTGGTGGATTTGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>RL14348 Paratanytarsus sp.  water mite diet isolate 14348-BHL040517-GBD25432_21283-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTCATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAATTAGGACACCC

TGGAACATTTATTGGAGATGATTAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTATA

CCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGTTTTTCCCCGTATAAAT

AATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR758568, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14350 Chironominae sp. water mite diet isolate 14350-BHL040517-GBD11307_21460-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTATGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATCTATTTTTTACTGATCATACTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14351 Chironominae sp. water mite diet isolate 14351-BHL040517-GBD15769_21998-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGGGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGTAGAATTTGGTCA

ACCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTTCCACGAAT

AAATAATATGAGATTTTGATTACTACCCCCTTCTTTAACTCTACTTCTTTCTAGCGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR764241, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14354 Cricotopus sp.  water mite diet isolate 14354-BHL040517-GBD21761_12618-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCACAGATATAGCATTCCCTCGAAT

AAATAACACAAGATTTTGATTATTACCACCTGCTTAAACAGGATCAGTATCAAGATCTATTGTAGAAAACGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14356 Paratanytarsus sp.  water mite diet isolate 14356-BHL040517-GBD23361_20051-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATCAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATTAGATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCATCTTTAACCCTTCGTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14361 Paratanytarsus sp. water mite diet isolate 14361-BHL040517-GBD28290_11550-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGGCTACTTTAAGTATGCTTATTCGAGCAGAATTAGGACGACCCGG

AACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATTTTTTTTCATAGTTATACC

TATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCAAATAAATAA

TATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCCTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID KR747869, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14365 Paratanytarsus sp.  water mite diet isolate 14365-BHL040517-GBD25390_14296-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGCACTTGATCAGGAATAATCGGAACATCCTTAGGTATATTAATTCGAGCAGTCTTAGGAC

ACCCTGGAACATTTATTGGAGATGATTAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATAAAAGTTTTTGACTACTTCCCCCAACTTTAACCCTTCTTCTAACAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14369 Chironomidae sp.  water mite diet isolate 14369-BHL040517-GBD25860_18973-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGG

AATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCACCTGATATAGCCTTTCCGCGAAT

AAATAATATAAGATTTTGATAATTACCCCCTTCACTAACCTTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14371 Paratanytarsus sp.  water mite diet isolate 14371-BHL040517-GBD22376_7525-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGA

GACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTTTTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGTTTTGGTAATTTACTTTTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTA

TAAATAATATAAGTTTTTGATCACTTCCCCCATCTTTAACCCTTCGTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14373 Paratanytarsus sp.  water mite diet isolate 14373-BHL040517-GBD3995_13121-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACAACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTAATTATTGCCTTTAATATTAGGATCCCCAGATATAGCCTTTCCT

CGAATAAATAATAAAAGAATTTGACTTCTTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14375 Chironomus sp. water mite diet isolate 14375-BHL040517-GBD25322_10077-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTT-

GGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGGATTAGGACGACAAGGATCTTTCATTA

TAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTTTTATAATTTTTTTCATAGTTATACCAATTTTAATTGG

AGGATTAGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCT

GACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14376 Paratanytarsus sp.  water mite diet isolate 14376-BHL040517-GBD19123_4619-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTGTATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGATCTGAATTAGGACAT

CCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATTGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACGTTCAAGTAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14382 Paratanytarsus sp.  water mite diet isolate 14382-BHL040517-GBD11670_4823-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTACGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGTC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGATTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGGCTTTTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGACGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14383 Orthocladiinae sp.  water mite diet isolate 14383-BHL040517-GBD15156_12134-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGCAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTAACATTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAAT

AAAAAAGAAAAGATTTTGATTATTACCCCCTTCATTAACCTTGCCTTTATAAAGATCAATAGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14386 Paratanytarsus sp.  water mite diet isolate 14386-BHL040517-GBD25910_21556-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATACTTAAGTATATTAATGTGAGCAGAATTAGGA

CACCCTGGAACATTTATTGGAGATGATCAAATCTATAAAGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGTAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14389 Paratanytarsus sp. water mite diet isolate 14389-BHL040517-GBD27615_12010-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGCGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGACCATTTATTGGAGATGACAAAATCTATAATGCTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCCATTTTAATTGTATGTTTTGGGAATTAACTTCTTCCTTTAATATTAGGATCCCCCGATATAGCTTTTCCCCGTATA

AATAATATAAGATTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1439 Chaetogaster diastrophus water mite diet isolate 1439-BHL110116-GBD26930_15475-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAGTTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCTACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTGTAGTTATACCAGTATTTATTGGTGGATTCGGAAATTGAATTCCACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTACACTAATTCTACTAATTTCAT

CTGCAGCAGTATAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 97.1% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>RL14398 Paratanytarsus sp.  water mite diet isolate 14398-BHL040517-GBD17395_23515-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACAC

CCTGGAACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGATCATGCTTTTATTATAATTTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGGAATGGACTTCTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCCCATATA

AATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR758568, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14399 Orthocladiinae sp. water mite diet isolate 14399-BHL040517-GBD25227_12324-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATCGTGGGCACTTCTTTAAGAATTTTAATTCGACTAAAATTAGGACA

CCCAGGCTCATTGATCGGAAACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TAATACCCATTTTAATTAGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCAGATATAGCTTATCCCCGA

ATAAATAATATAAGATTTTGATTATTACTCCCTTCATTAACCTTACATTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14405 Chironomus riparius water mite diet isolate 14405-BHL040517-GBD26765_21266-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGCGCTTGATCAGGAATAGTGGGCACTTCATTAAGAATGCTTATTCGAGCATAATTA

GGACGACACGGAACTTTCATTAGAGATGACCAAATTTATACTGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14406 Chironomidae sp. water mite diet isolate 14406-BHL040517-GBD15499_5767-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAG

CAGAATTAGGACGACCTGTAACTTTTATTGGAGATTACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATAA

TTTTCTTCATAGTTATGCCTATTTTAATTGGTGGCTTTGGGAATTGATTAGTTACCCTAATATTAGGAGCACCAGATACGG

CTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTACTTTCTAGATCAATTGTCTAAAA

TGGCGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID JF412118, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL14407 Dicrotendipes sp.  water mite diet isolate 14407-BHL040517-GBD26189_17616-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTAAAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCTCCGTCTCTAACCCTTCTGCTTTCTAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14409 Diptera sp. water mite diet isolate 14409-BHL040517-GBD18395_25859-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACATTTTATTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAAT

ATTAATTCGAGCTTAACTAGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATG

CATTTATTATAATTTTTTTCATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAG

CCCCTGATATAGCTTTTCCCCGAATAAATAATATAAGATTTTGATTATTACCACCTTCATTAACCTTACTTTTATCAAGATC

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID KX372558, identified in GenBank as 

Celyphus obtectus. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14413 Diaphanosoma sp. water mite diet isolate 14413-BHL040517-GBD18830_12065-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGATGTTGGTCCGGGATAGTTGGTACAGCCCTATGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACTAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATCCTCATTGGTGGCTTTGGTAATTGTCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTTAAGGGTTTGAATATTACCCCCTTCTTTAACTCTTCTCTTGGTTGGAAGGGCAGTTGAAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14418 Cricotopus sp. water mite diet isolate 14418-BHL040517-GBD27863_14323-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTCATTTTCGGTGCCTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCAT

GCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCAATTCTAATTGGAGGATTTGGAAAATGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATA

AATAACATAAGATTTTGATAATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14425 Paratanytarsus sp.  water mite diet isolate 14425-BHL040517-GBD22743_16036-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAAAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATTAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGATTTTTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAAT

AAATAATATAAGATTTTGATTACTCCCCCCATCTTTAACCCTTCTTCTATCAAGAAGAATAGTGGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14430 Cricotopus sp. water mite diet isolate 14430-BHL040517-GBD4359_14916-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCAT

GCGGTTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATGTTTTTTATTGTAA

TACCAAATTCTAATTGAAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAAAATAAGATTTTGATTATTACCACCTGCTTTAACATTATTATTATCAAGATCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14437 Chironominae sp. water mite diet isolate 14437-BHL040517-GBD18956_15474-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACCTCTCTTAGTATATTAATTCGAGCAGAACTAGGTC

ATCCTGGTTCTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTTCCACGAAT

AAATAACATGAGATTTTGATTACTTCCCCCTTCTTTAACACTACTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14452 Cricotopus sp. water mite diet isolate 14452-BHL040517-GBD9988_5603-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACACAAGATTTTGATTATTACCACCTTCGTTAACAAAATAAAAATCAAGAGCTAGAGTAGAAAATGGAGCTGGA

GCAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14453 Chironominae sp. water mite diet isolate 14453-BHL040517-GBD19352_8048-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTATGCTTATTCGAGCAGAACTAGGTCACCCATGGAAC

TTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTATACCTATCC

TAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAAATAATATGA

GATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGATCAATTATAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR746550, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14454 Chironominae sp.  water mite diet isolate 14454-BHL040517-GBD17593_13349-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTGTCGGAACTTGATCTGGAATAGTAGGAACTTCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGATTTGGAAATTGAATAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTGCCCCCCTTCTTTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14459 Chironominae sp. water mite diet isolate 14459-BHL040517-GBD24976_22100-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACATGGT

CACCCTGGAACTTTTATTGGTGATGATCGAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAG

TTATACCTATACTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCAGGATATAGCTTTTCCACGAA

TAAATAAAATGAAATTTTAATTACTTCCCCCTTCTTTATCTCTACTTCTTTCTAGCTCAATAGTAGAAAATGGAGATGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14482 Chironominae sp. water mite diet isolate 14482-BHL040517-GBD13900_28316-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCATTTAGTATATTAATTCGCGCAGAACTTGGTCA

CCCTGGAACTTTTATTGGTGATGATCAATTTTACAATGTTATCGTAACAGATCACGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTGTAACAAAATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KM960768, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14487 Paratanytarsus sp.  water mite diet isolate 14487-BHL040517-GBD16618_4847-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATATGTTAATTTCGGAGCTTGATAAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACACC

CTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAA

TAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR758568, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14498 Paratanytarsus sp.  water mite diet isolate 14498-BHL040517-GBD17424_4026-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTTTTTGGAGATGACCAATTTTAGAATGTAATTGTTACGGCCCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14501 Paratanytarsus sp.  water mite diet isolate 14501-BHL040517-GBD16163_4294-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATATTTTATTTTCGGAGCTTAATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACACCC

TGTAACATTTATTGGAGATGATTAAATCTACAATGTTATTGTTACAGATCATGCTTTTATTATAATTTTTTTTATAGTTATA

CCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAAT

AATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.1% 

identical to accession ID KR758568, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14502 Chironominae sp. water mite diet isolate 14502-BHL040517-GBD22935_6281-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCTCTTAGTATTTTAATTCGAGCAGAACTTGGTC

ACCCGGGTTCTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACCACTCACGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATCCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTATCTAGCTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14505 Cricotopus sp.  water mite diet isolate 14505-BHL040517-GBD2773_16833-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGCTCTTTATTTGGAGTTGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAATAC

CAATTCTAATTGGAGGATT-

GGAAATTGATTAGTCCCTTTAATACTAGGATCCCCAGATATAGCATTCCCTCGAATAAATAACATAAGATTTTGATTATTA

CCACCTTCTTTAACATTATTATTATCAAAATCTATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14513 Chironomidae sp. water mite diet isolate 14513-BHL040517-GBD17747_20178-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCACTTAGTATATTTATTCGAGCAGAACTTGGTCAA

CCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTCGATTACTCCCCCCTTCTCTAACTCTTCTTCTTTCTAACTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR636712, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14518 Paratanytarsus sp.  water mite diet isolate 14518-BHL040517-GBD19994_12858-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCAGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGAAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGCTTTGGGTATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCTCCATCTTTAACCCTTCGTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14519 Chironomus sp. water mite diet isolate 14519-BHL040517-GBD11698_26220-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTT-

GGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATACTTATTCGAGCAGAATTAGGACGACACGGAACTTTCATTA

GAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGG

AGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCT

GACTTTTACCCCCCTCTCTTACTCTACTACTATCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14520 Paratanytarsus sp. water mite diet isolate 14520-BHL040517-GBD14648_24005-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTACTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTATATTAATTCGAGCAGAATTAGGACACCCTGGAACA

TTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTATAGTTATACCTATT

TTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAATAATATA

AGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAATGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14524 Paratanytarsus sp.  water mite diet isolate 14524-BHL040517-GBD22261_22053-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGTACATCCTTATGTATATTAATTCGAGTAGAATTAGGAC

ACCCTGGAACATCTATTGGAGATGATTAAATCTATAATGTTATTGTTACTGCTCATGCTTTTATTATGATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAATGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14525 Chironomus sp. water mite diet isolate 14525-BHL040517-GBD21627_8985-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTT-

GGGGCTTGATCCGGAATTGTGGGAACTTCCTTAAGAATGCTTCTTCGAGCAGAATTTGGACGACACGGAACTTTCATTA

GAGAAGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCATATTTATACCAATTTTAATTGG

AGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCT

GACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14528 Chironomus sp. water mite diet isolate 14528-BHL040517-GBD17746_24992-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACATTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATA

TTAATTCGAGCATAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCACGC

ATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGGCC

CCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACGTCCCCCATCACTTACATTACTCCTTTCAAGTTTAT

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14530 Chironominae sp. water mite diet isolate 14530-BHL040517-GBD22926_23985-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTCGGAGCATGATCTGGAATAGTAGGAACATCACTTAGTATACTAATTCGAGCAGAATTAGGTC

ACCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTACTTCCCCCTTCCTTAACTCTTCTTCTATCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM988908, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14533 Paratanytarsus sp.  water mite diet isolate 14533-BHL040517-GBD29565_17166-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGCACATCCTTAAGTATATTAATTCGAGCAGAATTAGGCC

ACCCTGGAACATTTATTGGCGATGATTAAATCTATAATGTTATTTTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTTCCCCAGCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14536 Paratanytarsus sp.  water mite diet isolate 14536-BHL040517-GBD6334_17933-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGCACTTCCTTAAGTATATTAATTCGAGCAGAATTCGGACA

CCCTGGAACATTTATTGGAGATGATTAAATCTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCATCATTAACCCTACTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14539 Paratanytarsus sp. water mite diet isolate 14539-BHL040517-GBD23421_9723-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTCATTTTTCGGGGCCTGATCGGGATTAGTGGGAACTTCCCTAAGATTATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAGCTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTGTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14540 Paratanytarsus sp. water mite diet isolate 14540-BHL040517-GBD12155_3921-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTGGG-

GCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACGACACGGAACTTTCATTAGAG

ATGACCAAATTTATAATGTTGTAGTTACTGGACATGCTTTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGG

ATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACT

TCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14541 Chironomus sp. water mite diet isolate 14541-BHL040517-GBD15517_26251-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGCTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAT

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGGTTTGGAAATTGACTTGTACCTTTAATACTAGGG

GCCCCTGACATAGCCTTTCCCACGAATAAATAATATAAGATTCTGATTATTTCCCCCATCACTTACATTACTCCTTTCAAGT

ACATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14544 Paratanytarsus sp. water mite diet isolate 14544-BHL040517-GBD27827_15425-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTCGGTGACTGATCAAGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTCGAGATGACCGAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTTATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR282105, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14546 Cricotopus trifasciatus water mite diet isolate 14546-BHL040517-GBD2564_16424-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGAAGCTTGATAAGGAATCGTAGGGACATCTCTAAGAATATTAATCCGGGCCGAATTAGGAC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACATTATTACTTACAAGTTCAATTGTAGAAACTGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL14547 Chironominae sp.  water mite diet isolate 14547-BHL040517-GBD20510_12340-Ldc65 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTTGTCAC

CCTGGATCTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAGGT

ATACCTGTCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGCGCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR746550, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14550 Paratanytarsus sp.  water mite diet isolate 14550-BHL040517-GBD16089_25323-Ldc65 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCATGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGA

CACCCTAGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAGTATTAGGAGCCCCCGTTATAGCTTTTCCCCGT

ATAAATAATATAAGTTTTTGATTACTACCCCCATCTTTAACCCATCTTCTATCAAGAAGATTAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14553 Orthocladiinae sp. water mite diet isolate 14553-BHL040517-GBD9465_21885-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTATGACAC

CCAGGCTCATTCTTCGGAGACGACCAAATTTATAATATAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCGATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGTCCCTGATATAGCTTTTCCCCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGAGCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14554 Chironominae sp.  water mite diet isolate 14554-BHL040517-GBD9008_23092-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTAGGAACTTCATTTAGTATATTTATTCGAGCAGAATTTGGTCA

ACCTGGAACTTTCATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTGCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM989605, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14563 Diptera sp. water mite diet isolate 14563-BHL040517-GBD29267_12380-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATCTTTGAAGCATAAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TCTAATTCGTGCTGAATTAGGACCCCCAGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

ATCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCACCTTCACTTACACTATTATTAGTAAAAAG

TATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID KT272843, identified in GenBank as 

Archisepsis discolor. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14564 Chironomus riparius water mite diet isolate 14564-BHL040517-GBD11889_20381-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCGGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14565 Psectrocladius sp.  water mite diet isolate 14565-BHL040517-GBD18997_24415-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAGTTTTTTTTTACA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCG

AATAAGTAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14566 Chironomidae sp. water mite diet isolate 14566-BHL040517-GBD18325_18294-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTATAATAATTTTTTTTTTATGG

TTATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGGTATAGCTTTCCCACGAA

TAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGAACATTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14570 Toxonevra sp. water mite diet isolate 14570-BHL040517-GBD16385_13745-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATT

TTAATTCGAGCAGAACTCGGTCACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGC

TTTTGTAATAATTTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGC

TCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGTAAGAAGT

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID KR262681, identified in GenBank as 

Toxonevra carterosoma. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14571 Chironomidae sp. water mite diet isolate 14571-BHL040517-GBD19172_25111-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTC

GGTCACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14572 Psectrocladius sp. water mite diet isolate 14572-BHL040517-GBD5014_11399-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCAAAT

AAATAATATAAGTTTCTGACTTTTAC--

CCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14573 Psectrocladius sp. water mite diet isolate 14573-BHL040517-GBD18630_18648-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTTATTCGAGCAGAACTCAGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14574 Chironomus sp. water mite diet isolate 14574-BHL040517-GBD27059_14136-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATTCATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGGTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGTTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATCGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14575 Dicrotendipes sp. water mite diet isolate 14575-BHL040517-GBD3048_11810-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATACTTTTTTTTTATGGTT

ATACCTTTTCTAATTGGAGGATACGGAAATTGATTAGTCCCTTTAATATTAGGTGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14576 Chironomus sp. water mite diet isolate 14576-BHL040517-GBD13858_9875-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACACAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14577 Paratanytarsus sp.  water mite diet isolate 14577-BHL040517-GBD13780_13792-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACTTTATATTTTATTTTTGGAGCCTGATCTGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14579 Psectrocladius sp. water mite diet isolate 14579-BHL040517-GBD23559_4205-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTGTATTTTATTTTTGGAGCCTGACCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCCGGTTCCTTAATTGGAGATGATTAAATTTATATTGTAATTGTTACCGCTCACGAGTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAAAAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14580 Psectrocladius sp. water mite diet isolate 14580-BHL040517-GBD13929_12482-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CCCCGGTTCCTTAATTGGAGATGTTCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGTTCTATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14581 Psectrocladius sp. water mite diet isolate 14581-BHL040517-GBD17106_27275-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTCTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATATTTTTTTTTATAGTA

ATACCTCTTTTATTTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGAGCCCCCGACATAGCATTCCCCCGAAA

AAATAATATAAGTTTTTGATTACTCCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14582 Psectrocladius sp. water mite diet isolate 14582-BHL040517-GBD22878_21425-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCGTACGATTTTGTAATAATTTTTTTTTAGAG

TAATACCTATTTTAATTGGAGGATTTAGAAATTGATTAGTCCTGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCTTCATTAACTTTACTATTATCTAGCTCTCTAGGTGAAAATAGAGCTGAAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14583 Chironomus riparius water mite diet isolate 14583-BHL040517-GBD22657_17138-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAGT

TAGGACGACCCGGAACTTTCATTGGAGGTGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCATTTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAA-

ACTTGGAGCACCTGACATGGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTT

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14584 Chironomus riparius water mite diet isolate 14584-BHL040517-GBD25032_10039-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCCTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAA-

ACTTGGAGCACCTGACATAGCCTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTCCTTCTT

TCCAGTTCTTTCGTAGAAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14585 Psectrocladius sp.  water mite diet isolate 14585-BHL040517-GBD24098_11326-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCTTTAATACTAGGAGCCCCCGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14586 Diptera sp. water mite diet isolate 14586-BHL040517-GBD5316_14797-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATACTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGA

ATTTTAATTCGTGCTGAACTAGGACACCCTGGAGCATTAATTGGAGAAGACCAAATTTATAATGTAATTGTTACCGCTCA

TGCATTTTTAATAATTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGG

AGCTCCTGAGATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTACCTCCTTCACTTACACTATTATTAGCAAA

AAGTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KJ496572, identified in GenBank as 

Diptera environmental sample. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL14587 Psectrocladius sp.  water mite diet isolate 14587-BHL040517-GBD11954_14347-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

AGCCGGTTCCTTCATTGGAGATGATCAAATTTATAATGTCCTTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACGTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14588 Chironomus riparius water mite diet isolate 14588-BHL040517-GBD29514_13283-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGCGTAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACAGAGCTTTTC

CTCGAAAAAATAAGATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATTCTAGTACTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14589 Psectrocladius sp.  water mite diet isolate 14589-BHL040517-GBD26770_16437-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCATGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTTGGTCA

CGCCGGTTCCTTAATTGGAGATGATTAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGATGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGTCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAATTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14590 Diptera sp. water mite diet isolate 14590-BHL040517-GBD11143_3701-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGAGCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATGTAGCCTTTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCT

CTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID MF381608, identified in GenBank 

as Anopheles darlingi. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14591 Psectrocladius sp.  water mite diet isolate 14591-BHL040517-GBD11518_22435-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCAAGCAAAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATAAGTCCCGTTAATATTAGGAGCCCCCCCACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGACTACTTCCCCCGTCGTTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14592 Chironomus riparius water mite diet isolate 14592-BHL040517-GBD23953_6411-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGTATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

ACGAATAAATAATATAAGTTTCTGACGTTTACCCCCCCCGCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14593 Paratanytarsus sp. water mite diet isolate 14593-BHL040517-GBD11232_10994-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACATCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTATTTGTTACAGCTCATGCATTTATTATAATTTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCT

CGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14594 Dicrotendipes sp.  water mite diet isolate 14594-BHL040517-GBD16212_11663-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATATTTATTCGAGCCGAATTAGGACGA

CCCGGAACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTATTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCTACGAATA

AATAATATAAGTTTCTGACTATTATCTCCTTCTCTAACCCTTCTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14596 Dicrotendipes sp. water mite diet isolate 14596-BHL040517-GBD4598_17665-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCATTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14598 Chironomus sp. water mite diet isolate 14598-BHL040517-GBD4841_19291-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATATTTATTCGAGCCGAATTA

GGACGACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14599 Paratanytarsus sp. water mite diet isolate 14599-BHL040517-GBD8290_21660-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGGAGAACTCGGTCACGCC

GGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAA

TAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1460 Chironomidae sp. water mite diet isolate 1460-BHL110116-GBD16666_12986-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTTGGACA

TGCAAGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATACAAGTTTTTGATTGTTGCCCCCCTCATTAACTTAATAGTAATCTAGTTCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14602 Psectrocladius sp.  water mite diet isolate 14602-BHL040517-GBD3903_9937-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGACTTTTAATTCGAGCAGAACTCGGTCA

CGCCGTTTCCTTAATGGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTGGAAAAGGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14603 Chironomus sp. water mite diet isolate 14603-BHL040517-GBD23961_10434-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGAAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGATGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14604 Chironomidae sp. water mite diet isolate 14604-BHL040517-GBD18068_9231-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGTGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14608 Psectrocladius sp. water mite diet isolate 14608-BHL040517-GBD22062_7780-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGAAGATGATCAAATTTATAATGTAATTGTTACCACTCACGATTTTGAAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATGCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAAATCTCGAGTTGAAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14610 Paratanytarsus sp.  water mite diet isolate 14610-BHL040517-GBD3589_14638-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCCTTTCCCCGTA

TAAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14611 Psectrocladius sp. water mite diet isolate 14611-BHL040517-GBD2720_19844-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14612 Chironomus riparius water mite diet isolate 14612-BHL040517-GBD9765_3195-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAAAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCATTTTTAATTGGAGGATTCGGAAACTGATTTGTCCACCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCTTACTCTTCTTCGTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14613 Stegana sp. water mite diet isolate 14613-BHL040517-GBD21554_13325-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATT

TTAATTCGAGCAGAACTCGGTCACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATTC

ATTTGTAATAATTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACTCTATTATTAGTAAGAAGT

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID KF670983, identified in GenBank as 

Stegana sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14614 Psectrocladius sp.  water mite diet isolate 14614-BHL040517-GBD24583_6707-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGATCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCACACGCTTTTGTAATAATTTTTTTTAATAG

TAATGCCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTGACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14615 Psectrocladius sp. water mite diet isolate 14615-BHL040517-GBD16378_2702-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATGATTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCG

AATAAATAATATAAGTTTTTGGTTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14616 Psectrocladius sp.  water mite diet isolate 14616-BHL040517-GBD9014_16333-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGAAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCAGTCCCTCGAA

TAAATAATATAAGGTTTTGATTTCTTCCCCCGTCATTAACTTTGCTATTATCTAGCACGCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14617 Chironomidae sp. water mite diet isolate 14617-BHL040517-GBD15121_10822-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTGTACTAATTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCCCCGTCGTTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14618 Dicrotendipes sp. water mite diet isolate 14618-BHL040517-GBD5699_9498-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATTTTTGGGGCTTGATCCGGAATAGTAGGAACTTCCTTAAGTATATTTATTCGAGCCGAATTAGGACGACCCGG

TACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGTTTTTATTATAATTTTTTTTTTATGGTTATAC

CTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAAT

AATATAAGTTTCTGACTATTATCTCCTTCTCTAATCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14619 Psectrocladius sp.  water mite diet isolate 14619-BHL040517-GBD21552_15887-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCTGAACTCGGTCAC

GCCGGTTCCTTAATTGGATATGATTAAATTTATAATGTAATTGTTACCGCTCATGCTTTTATAATAATTTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCATCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14620 Chironomus riparius water mite diet isolate 14620-BHL040517-GBD3486_14084-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGGCTTGACCCGGATTAGCGGGAACTTCATTAGGAATGCTTATTCGAGCAGAAT

TGGGACGACCCGGAACTTTCATGGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14621 Chironominae sp.  water mite diet isolate 14621-BHL040517-GBD6496_21610-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCATGAA

TAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14622 Dicrotendipes sp. water mite diet isolate 14622-BHL040517-GBD27605_11390-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTATGGT

TATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCATTCCCACGAA

TAAATAATATAAGTTTCTGATTATTACCTCCTTCTCTAACCCTTTTACTATCTAAATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14624 Psectrocladius sp.  water mite diet isolate 14624-BHL040517-GBD22939_14129-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGTTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAAAATAAGTTATTGATTACTTCCCCCGGCATTAACATTACTATTATCTAGCGCTCGAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14625 Psectrocladius sp. water mite diet isolate 14625-BHL040517-GBD16744_28964-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTACTTGATTGGAGATGCTCAAATTTATAATGTAAATGTTACCGCTCACGCTTTTTTAATAATTTTTTTTATAATA

ATTCCTATTTTTATTGGAGGATTTGGAAATTGATTCGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATAAAAGTTTTTGATTACTTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14627 Chironomus riparius water mite diet isolate 14627-BHL040517-GBD12905_21231-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACAAAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACACTACTTCTTTCTAGTATTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14628 Diptera sp. water mite diet isolate 14628-BHL040517-GBD6655_8802-Ldc66 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAACAGGAATAGTCGGAACTTCTCTAAGA

ATTTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGAACAAATTTATAATGTAATTGTTACCGCTCA

TGCATTTGTAATATTTTTTTTTTATAGTGATACCAATTTTAATTGGTGGATTCGGAAAATGATTAGTACCTTTAATATTAGG

AGCTCCTGATATAGCCTTCCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACTTTATTATTAGGAAGA

AGTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KJ496572, identified in GenBank as 

Diptera environmental sample. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL14629 Diptera sp. water mite diet isolate 14629-BHL040517-GBD19379_15811-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAATTTTAATTCGTGC

TGAATTAGGACACCCTGGAACATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATGCATTTGTAATAA

TTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATA

GCCTTTCCACGAATAAATAATATAAGTTTCTGACTATTATCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.8% 

identical to accession ID KF137556, identified in GenBank as 

Phlebotomus wui. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14630 Dicrotendipes sp.  water mite diet isolate 14630-BHL040517-GBD18920_26460-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTAATTCGAGCCAAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTCTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTACTACTTTCTAGAACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14631 Chironomus riparius water mite diet isolate 14631-BHL040517-GBD5921_17878-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAACTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATAAAAGTTTCTGGCTTTTGCCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14633 Dicrotendipes sp.  water mite diet isolate 14633-BHL040517-GBD13196_9951-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCCTGATCAGGAATAATAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCCGG

GAACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACC

TATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATA

ATATAAGTTTCTGACTATTACCTCCTTCTCTAATCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14634 Chironomus riparius water mite diet isolate 14634-BHL040517-GBD23599_4776-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGTACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGATCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTTCTTTCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14637 Psectrocladius sp.  water mite diet isolate 14637-BHL040517-GBD24868_18838-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGAC

ACGCCGGTGCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTATGTAATAATTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGAGCTCCCGACATAGCATTCCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14639 Psectrocladius sp.  water mite diet isolate 14639-BHL040517-GBD14842_3390-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCTTTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCAGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAATTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGCGCTGGACC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14640 Chironomus riparius water mite diet isolate 14640-BHL040517-GBD23523_20387-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCATCTACTTTCTAGTACTTTCGTAGAAAATGGAGC

TGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14642 Psectrocladius sp.  water mite diet isolate 14642-BHL040517-GBD23597_22261-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGTATTTTAGTTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

AACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAAAATTAGGTGCCCCCGACATAGCATTCCCTTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14644 Diaphanosoma sp.  water mite diet isolate 14644-BHL040517-GBD12477_18617-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTTATAG

GTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTT

TAAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14645 Dicrotendipes sp.  water mite diet isolate 14645-BHL040517-GBD5501_15453-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATATTTATTCGAGCCGAATTAGGACG

ACCCGGGTCATTTATTGGAGATGATCAAATCTACAATGTATTTGTTACAGCTCATGTTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTATCTCCTTCTCTAACCATTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14646 Psectrocladius sp. water mite diet isolate 14646-BHL040517-GBD13428_20096-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATGTAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14647 Chironomus riparius water mite diet isolate 14647-BHL040517-GBD23379_22094-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGATGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATCGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTATCCCCCTCGCTTACTCTTCTTCTTGCTAGTTTTGTTCGTTGAAAACGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14648 Chironomus sp. water mite diet isolate 14648-BHL040517-GBD13246_11299-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTATCTGACCTTTACCCCCCCTCTCTTACCCTACTTCCATCTAGTTTTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14649 Psectrocladius sp.  water mite diet isolate 14649-BHL040517-GBD25580_14834-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTGCTTTAAGAATTTTAATTCGAGCAGAACTCTGTCAC

GCAGGTTCCTTATTTGGAGATGATCAAATTTATAATGTACTTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14650 Psectrocladius sp.  water mite diet isolate 14650-BHL040517-GBD2858_11985-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTTAATTCGAGCAGAACTCGGTT

ACGCCGATTCCTGAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14651 Psectrocladius sp. water mite diet isolate 14651-BHL040517-GBD20770_27742-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCATGATCAGGCATAGTATGCACTGCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGTTACCTTAATTGGAAATGATCACATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGTGTCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGGGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14652 Chironomidae sp. water mite diet isolate 14652-BHL040517-GBD4410_14580-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGGTCACGCTTTTGTAATAATTTTTTTTTATAG

AAATACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATGATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14653 Psectrocladius sp.  water mite diet isolate 14653-BHL040517-GBD25977_9769-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAGCTCGGTCAC

GCCGGTTCCTTGATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14654 Psectrocladius sp. water mite diet isolate 14654-BHL040517-GBD14548_19391-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTATTTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAAAAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14658 Psectrocladius sp. water mite diet isolate 14658-BHL040517-GBD16548_16347-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTCTAATTCGAGCAAAACTCGGACAC

GCCGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTGGAAAATGGAGATGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1466 Oligochaeta sp. water mite diet isolate 1466-BHL110116-GBD26975_7095-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAGGATATTGGCACTCTATACTTAATCTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTTGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGGCTTTCCCACGACTAAATAATTTAAGATTCTGACTCCTACCACCATCTCTAATCTCTTCTTCTTTCTA

GCTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL14660 Psectrocladius sp.  water mite diet isolate 14660-BHL040517-GBD23343_15994-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGTTTCCTTAATTGGAGATGATCAAATTTCTAATGTAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTTGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCCGTCATTAACTTTACAATAATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14663 Psectrocladius sp. water mite diet isolate 14663-BHL040517-GBD24052_16405-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAATTCGGTCA

CGCCGGTTTATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCACCGACATAGCATTCCCGCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14664 Chironomidae sp.  water mite diet isolate 14664-BHL040517-GBD5399_20282-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTTATTCGAGCAGAACTCGGTCAC

GCTGGTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGGTTTTGATTACTACCCCCGTCATTAACTTTATTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14665 Psectrocladius sp. water mite diet isolate 14665-BHL040517-GBD2909_20292-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAAAACTCGGTCA

CCCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGCAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCTACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTAGCTAGCGCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14668 Psectrocladius sp.  water mite diet isolate 14668-BHL040517-GBD25963_9792-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGAAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGATTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTGATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCACCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACGTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAGTGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14669 Psectrocladius sp.  water mite diet isolate 14669-BHL040517-GBD24950_12253-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGGTGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCGATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACGTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14672 Chironomidae sp.  water mite diet isolate 14672-BHL040517-GBD13336_17529-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGATCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGCTTCCTTAATTGGAGATGACCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCACGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTATCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14673 Dicrotendipes sp. water mite diet isolate 14673-BHL040517-GBD26912_11516-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCAAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTAGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGGTATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACAC-

TATTATTAGTAAGAAGTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14676 Dicrotendipes sp. water mite diet isolate 14676-BHL040517-GBD18489_17777-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATTAGGACGACCCG

GGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTTATAC

CTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAAT

AATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14677 Chironomus sp. water mite diet isolate 14677-BHL040517-GBD21752_13002-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAAATTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTACCCCTAATACTTGGAGCACCTGACATAGCCTTTC

CCCGAATAAAAAATATAAGTATCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14678 Dicrotendipes sp. water mite diet isolate 14678-BHL040517-GBD16205_9279-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTACCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTCATTGGAGATGATCAAATCTACATTGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATGGT

TATACCAATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14683 Psectrocladius sp. water mite diet isolate 14683-BHL040517-GBD19326_21741-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGATCAGGCATAGTTGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

TGCCGGTTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCAAA

TAAATAATATAAGTTTTTGATTACTGCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14685 Psectrocladius sp.  water mite diet isolate 14685-BHL040517-GBD14428_22589-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGATCACG

CCAGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAA

AGAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14691 Dicrotendipes sp. water mite diet isolate 14691-BHL040517-GBD22456_10313-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATATTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACTGCTCATGTTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGATTCTGACTATTATCTCCTTTTCTAACCCTACTACTTTCTAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14692 Psectrocladius sp. water mite diet isolate 14692-BHL040517-GBD11815_27345-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTGATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATCCCTAATTTATTTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGACCCCCCGACATAGCATTCCCTCGAA

AAAAAAAAATAAGTTTTTGATTACTTCCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14693 Dicrotendipes sp. water mite diet isolate 14693-BHL040517-GBD7821_5274-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTATGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGTGATGATCAAATCTACAATGTAATTGTTACTGCTCATGCTTTTATTATAAATTTTTTTTATGGTT

ATACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCACCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14694 Psectrocladius sp.  water mite diet isolate 14694-BHL040517-GBD23452_11641-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGGTCAGGCATAGTAGGCACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCA

CGCTGTTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACAATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14695 Psectrocladius sp.  water mite diet isolate 14695-BHL040517-GBD27791_21436-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGTGCAGAACTAGGTCAA

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCGTCATTAACTTTACTACTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14696 Chironomus sp. water mite diet isolate 14696-BHL040517-GBD21399_9062-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACCTTTACCCCCATCTCTAACCCTTCTTCTATCTAGTTTATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14698 Chironomidae sp.  water mite diet isolate 14698-BHL040517-GBD19104_26634-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CAACCAGCAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAATTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14699 Psectrocladius sp.  water mite diet isolate 14699-BHL040517-GBD16227_19433-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAATAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAAATCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAGTCCCGTTAATATTAGGAGCCTCAAACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14701 Psectrocladius sp.  water mite diet isolate 14701-BHL040517-GBD10243_11436-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTTATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CCCCGGTTCCTTATTTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGATCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14703 Chironomus riparius water mite diet isolate 14703-BHL040517-GBD6831_15167-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAA-

ACTTGGAGCACCTGACATAGCTTCTCCTCGAATAAAAAATATAAGTTTCTGGCTTTCACCCCCCCTCTCTTACTCTTCTTCT

TTCTAGTTCTTTCGTAGAAAATGGAGCCGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14704 Psectrocladius sp.  water mite diet isolate 14704-BHL040517-GBD17234_13143-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATATTTGGAGCATGAGCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACGCCGG

TTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTAATACC

TATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAAATA

ATATAAGTTTTTGATTACTTCCCCCGTCATTAAATTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14705 Psectrocladius sp.  water mite diet isolate 14705-BHL040517-GBD16833_2857-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGTTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATGTGGAAATTGATTAGTCACGTTAATATTAGGAGTCCCCGACATAGCATTCCCTCGAA

TAAATAATATATGTTTTTGATTACTTCCCCCGTCATTAACTTTCCTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14707 Psectrocladius sp.  water mite diet isolate 14707-BHL040517-GBD17080_19028-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATGCCTATTTTAATTGGAGGATTTGGAAATTGATTGGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAAAATAAATATTTGATTACTTCCCACCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14709 Chironomus riparius water mite diet isolate 14709-BHL040517-GBD3944_14501-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTTGGGGCTTGATCCGGATTAGTGGGAACTTCATTAAGATTGCTTATTCGAGCAGATTT

AGTACGACCCGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14712 Archisepsis sp. water mite diet isolate 14712-BHL040517-GBD23771_21626-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATCTTTGGAGCTTGAGCAGGAATAGTCGGAACTTCTATAAGAAT

TCTAATTCGTGCTGAATTAGGACAACCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTTATAGTAATACCAATTATAATTGGTGGATTGGGAAATTGATTAGTACCTTTAATATTAGGA

GCTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTACTTCCTCCTTCACTTACACTATTATTAGTAAGAA

GTATAGTAGAAAATGGGGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID EU435775, identified in GenBank as 

Archisepsis excavata. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14713 Chironomidae sp. water mite diet isolate 14713-BHL040517-GBD9991_16541-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTTATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATAATTGGA

GCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTGACCCCCCTCTCGTACTCTTCTTCTTTCCAGTT

CTGTCGTAGAAAAGGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.6% 

identical to accession ID GU565715, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14715 Psectrocladius sp.  water mite diet isolate 14715-BHL040517-GBD13240_28245-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTGTATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

AGCAGGTTCCTTAATTGGATATGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTCAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14718 Chironomus riparius water mite diet isolate 14718-BHL040517-GBD15859_7382-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGCATGCTTATTCGAGCATAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATCATTTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGTCATAGCTCTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14723 Paratanytarsus sp. water mite diet isolate 14723-BHL040517-GBD22299_16686-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGATCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTT

ATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATAATAGGAGCCCCAGACATAGCATTCCC

TCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14726 Chironomidae sp.  water mite diet isolate 14726-BHL040517-GBD24788_9948-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGTATTTTAATTCGAGTAGAACTCGGTCA

CGCTGGTTACTTAATTGGAGATGATCAAATTTATAATGTAACTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCTCGTCATTAACTTTATTATTATCTAGTTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14728 Chironomus riparius water mite diet isolate 14728-BHL040517-GBD7326_20700-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGGGTGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGAGGTAACGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14729 Dicrotendipes sp. water mite diet isolate 14729-BHL040517-GBD22241_9568-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTATGGT

TATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGATTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14730 Psectrocladius sp.  water mite diet isolate 14730-BHL040517-GBD13575_15675-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAAAACTAGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTCATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTACCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGTTCACTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14731 Drosophila sp. water mite diet isolate 14731-BHL040517-GBD19640_21841-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATGTTGGCACACTTTATTTTATTTTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTTATAGTTATACCAATTATAATTGGAGGATTCGGAAATTGATTAGTACCTTTAATATTAGGA

GCTCCTGATATAGCCTTTCCACGAATAAATAATATAAGATTTTGACTTCTTCCTCCTTCACTTACCTTATTATTAGTAAGAA

GAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID EU493627, identified in GenBank as 

Drosophila malerkotliana. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL14732 Dicrotendipes sp.  water mite diet isolate 14732-BHL040517-GBD17484_28733-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTATGAACTTCCTTAAGTATACTTATTCGAGTCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGTGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCACTAACCCTTCTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14734 Psectrocladius sp.  water mite diet isolate 14734-BHL040517-GBD27913_22123-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGTAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCCGAACTCGTTC

ACGCCGGTTCCTTAATTGGAGATGCTCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCTACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14735 Chironomus riparius water mite diet isolate 14735-BHL040517-GBD12381_10732-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTTTAGTTTTTTT

CATAGTTATCCCAATTTTAATTGGAGGATTCGGACACTGACTTGTCCCCCTAATACTTGGTGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14736 Diptera sp. water mite diet isolate 14736-BHL040517-GBD9726_2780-Ldc66 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGATT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAG

AATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KF670983, identified in GenBank as 

Stegana sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14738 Chironomus riparius water mite diet isolate 14738-BHL040517-GBD23515_4934-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGTACCGGAACTTTCATTGGAGATGACCAACTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATATCGATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAA-

ACTTGGAGCACCTGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCT

TTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1474 Oligochaeta sp. water mite diet isolate 1474-BHL110116-GBD16618_2999-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACACTGTACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATGCGAATTGAATTATCA

CAACCAGGATCATTCTTAGGAAGAGATCATCTATAGAACACCCTAGTTACTGCTCATGCATTCTTAATAATTGTCTTTCTT

GTAATACCAGTATTTAGTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACG

ACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACTAATTTCTTCTGCAGCAGTAGAAAATGGCGCTGG

ACCAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL14742 Psectrocladius sp.  water mite diet isolate 14742-BHL040517-GBD28198_9425-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGACTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTC

ACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCGTTAATATTAGGAGCCCCCGACATAGCATTTCCCCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14743 Orthocladiinae sp.  water mite diet isolate 14743-BHL040517-GBD19582_20380-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACTGCACATGCCTTTGTAATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCACTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14744 Ceratitis sp. water mite diet isolate 14744-BHL040517-GBD24341_15241-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAACGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTCATATTTATACCAATCATAATTGGTGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAG

CTCCTGATATAGCATTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGCAAGAAG

TATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID AY788423, identified in GenBank as 

Ceratitis curvata. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14745 Psectrocladius sp. water mite diet isolate 14745-BHL040517-GBD22723_7763-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCTTAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGACA

CGCCGGTTACTTAATTGGCGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTGGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTACCCCCGTCATCAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14746 Dicrotendipes sp.  water mite diet isolate 14746-BHL040517-GBD21005_9415-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTTGGCACTTTATCTGGAATAGTATGAACTTCCTTAAGTATACATATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGAAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14748 Psectrocladius sp.  water mite diet isolate 14748-BHL040517-GBD22829_9184-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGACTTTTACTTCGAGCCGAACTCGGTCG

CGCCGGTTCCTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGACCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14749 Chironomus riparius water mite diet isolate 14749-BHL040517-GBD8795_11940-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTT-

GGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGGATTAGGACGACCCGGAACTTTCATTG

GAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATTATTTTTTTTCATAGTTATACCAATTTTAATTG

GAGGATTTGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTC

GGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14752 Drosophila sp. water mite diet isolate 14752-BHL040517-GBD4598_10797-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTTGGAGCATGAGCAGGAATAGTCGGAACTTCTTTAAGAAT

TTTAATTCGTGCTGAATTAGGACATCCTGGAGCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTTGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACCAACACTAGTATTAGTAAGAA

GAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KJ463787, identified in GenBank as 

Drosophila melanogaster. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL14753 Chironomus sp. water mite diet isolate 14753-BHL040517-GBD13456_13960-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTACAATCTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTT

CCACGAATAAATAATATAAGATTCTGACTTTTATCCCCCTCTCTTACCCTACTACTTTCTAGTGCATTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14756 Psectrocladius sp. water mite diet isolate 14756-BHL040517-GBD22583_15327-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTTAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCACGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCTTTAACTTTACTATTATCTAGCTCACCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14759 Psectrocladius sp.  water mite diet isolate 14759-BHL040517-GBD15952_28844-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTCCTTGGAGATGATCAACTTTATAATGTAATTGTTACCGCCCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGCTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14761 Psectrocladius sp.  water mite diet isolate 14761-BHL040517-GBD17847_6326-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTAGAGCAGAACTCGGTCA

CGCCGATTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTACAGT

AATACCTATTTTAATTGAAGGATTTGGAAATTGATTAGTCCCGTTAATAATAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAACTCTCTAGTTGAAAATGGAGCTGGAC

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14762 Diptera sp. water mite diet isolate 14762-BHL040517-GBD21732_23543-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGTAAATTGGTTAGTACCTTTAATATTAGGAGC

TCCTGATATAGCCTTTCCACGAATAAAAAATATAAGTATATAACTTCGTCCTCCTTCACTTACACTATTATTAGTAAGAAG

TATAGTAGAAAATGGAGCTGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID AY788423, identified in GenBank as 

Ceratitis curvata. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14763 Psectrocladius sp. water mite diet isolate 14763-BHL040517-GBD16337_4438-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCATGAGCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATGCGAGCAGAACTCGGT

CACGCCGTTTCCTTAATTGGAGATGATCAAATTTAGAATGTAATTGTGACCGCGCACGCTTTTGTAATAATTTTTTTTATA

GTAACACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGCTGAAACTGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14765 Psectrocladius sp.  water mite diet isolate 14765-BHL040517-GBD13455_28281-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCAGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGTGCCCCCGACATAGCATTCCCGCGAAT

AAATAATATAAGATTTTGATAACTACCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14767 Psectrocladius sp.  water mite diet isolate 14767-BHL040517-GBD5293_18175-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTAAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTAATAATGTAATTGTTACCGCACACGCTTTTGTAATAATTTTTTTTATAGTA

ATAACTATTTTAATTGGAGGATTTGGAAATTGATTAGTCACGTTAATATTAGGAGCCCCTCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14768 Chironomus riparius water mite diet isolate 14768-BHL040517-GBD14808_3210-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCTGAACTTTCATTGGAGATGACCAAATTTATACTGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTGGTCCCCCT-

ACACTTGGAGCACCTGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTC

TTTCTAGTTCTTTCGTAGAAAATGGAGC

Using NCBI BLASTN in June 2018, this sequence was 98.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1477 Chironomus riparius water mite diet isolate 1477-BHL110116-GBD13337_19412-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTAGCTTACTCTTTGTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14771 Psectrocladius sp. water mite diet isolate 14771-BHL040517-GBD28172_11426-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTGTATTTTATTTTTGGAGCATGATCAGGTATATTAGTCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGCTCA

CGCCGGTTCCTTAATTGGAGATGATAAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14772 Psectrocladius sp.  water mite diet isolate 14772-BHL040517-GBD5598_19394-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGAAGCCTGATCAGGCATAGAAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCTGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGTAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGATGCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14774 Psectrocladius sp.  water mite diet isolate 14774-BHL040517-GBD28645_12401-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTCGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTACTTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGATATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTCTAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTGTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCGCTAGTTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14775 Chironomidae sp. water mite diet isolate 14775-BHL040517-GBD9727_24594-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTAGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCACGA

ATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCAGTTACACTATTATTAGTAAGAAGTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14776 Psectrocladius sp.  water mite diet isolate 14776-BHL040517-GBD5302_18219-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTAAATTCGAGCAGAACTCGGGC

ACGCCGTGTCCTTAATTGGAGATGATCAAATTCATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAG

TAATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCTCGACATAGCATTCCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14777 Psectrocladius sp. water mite diet isolate 14777-BHL040517-GBD22338_22907-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGACCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCGGAACTCGGTCA

CGCCGGTTCCTTAATAGGAGATGATCAAATTTCTAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCTGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTAGCTAGCACTCTAGTTGAAAATGGACCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14781 Psectrocladius sp.  water mite diet isolate 14781-BHL040517-GBD9455_7820-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGATCCTGATCAGGCATAGTAGTCACTTCTTTAAGAATTTTAGTTCGAGCAGAACTCGGTC

ACGCCGATTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATCACTTCCCCCGTCATTAACTTTACTATAATCTAACTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14783 Psectrocladius sp. water mite diet isolate 14783-BHL040517-GBD23461_15408-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTCGGAGCCTGATCAGGCATAGTAGGCACTTCCTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTACCTTAATTGGAGATGAACAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATATTTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14785 Psectrocladius sp.  water mite diet isolate 14785-BHL040517-GBD12581_20591-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCGTAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACA

CCCCGGTACCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTACTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTGCTATTATCTAGCTCTCTAGTTGAATAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14786 Chironomus riparius water mite diet isolate 14786-BHL040517-GBD19233_21465-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATACGGAATAGTGGGAACTTCATTAAGAATGCTTATTAGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTTTTACTCTTCATCAATCTAGTGCTTTCGTATAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14788 Psectrocladius sp. water mite diet isolate 14788-BHL040517-GBD29114_17678-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGCCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCAGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTCCCGCTCACGCTTTTGTAATAATTTCTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTGTGATGACGTCCCCCGTCATTAACTTTACTATGATCTAGCTCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14789 Psectrocladius sp.  water mite diet isolate 14789-BHL040517-GBD23480_10764-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATCTTTTATTTTTGGAGCCTGATCAGGCCTAGTAGGCCCTTCTTTAAGAATTTTACTTCGAGCAGAACTCGTTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1479 Cricotopus sp.  water mite diet isolate 1479-BHL110116-GBD18723_22192-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCTGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

ATTACCAATTCTAATTGGAGGATTTGGAAATTGATTATTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCATTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14790 Psectrocladius sp. water mite diet isolate 14790-BHL040517-GBD3266_21108-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATATTTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATAACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGTTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14791 Chironomus riparius water mite diet isolate 14791-BHL040517-GBD16493_27769-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGCGGGAACTTCGTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAAT-

CTTGGAGCACCTGACATAGCTTCTCCCCGAATAAATCATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTT

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14792 Paratanytarsus sp. water mite diet isolate 14792-BHL040517-GBD14228_3274-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACACCCCCTAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTAATGCATTGATTATAATTTTTTTC

ATAGTTATACATATTTTAATTGGAGGATTTGGGGCACTGATTATTGCCTTTAATATTAGGAGGCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCGTTTACTTTCAAGTAGAATAGTGGAAAATGAAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14793 Chironomidae sp. water mite diet isolate 14793-BHL040517-GBD22941_8881-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGTAATAGTTGTTACTTCTTTAAGAATTCTAATTCGGGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGATCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCGCATCATTAACTTTATCATTATCTAGAACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14802 Chironomus riparius water mite diet isolate 14802-BHL040517-GBD9988_23805-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGCCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGGTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTATTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTTC

CCCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTTTTTCGCAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14803 Psectrocladius sp.  water mite diet isolate 14803-BHL040517-GBD13114_8691-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGTTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGAAGGATTTGGAAATTGAATAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGATCTATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14807 Psectrocladius sp.  water mite diet isolate 14807-BHL040517-GBD3940_14236-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTACTTAATTGGAGATGTTCAAATTTATAATTTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGTGCCCCCGACATAGCATTCCCTCGATT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14808 Psectrocladius sp.  water mite diet isolate 14808-BHL040517-GBD21650_22543-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGGTCAGGCATAGTAGGTACTTCTTTAAGAATTTAAATTCGAGCAGAACTCGGTC

ACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTTACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCTCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14818 Psectrocladius sp. water mite diet isolate 14818-BHL040517-GBD11325_23362-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATCTTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTATGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTCTAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCTACTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTCTGATTACTTCCCCCGTCATTAACTTAACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14819 Psectrocladius sp.  water mite diet isolate 14819-BHL040517-GBD26866_16394-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTATGAAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGTATTTGGAAATTGATTAATCTCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTTAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14822 Chironomus riparius water mite diet isolate 14822-BHL040517-GBD22981_23762-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTTGGGGTTTGTTCGGGAATAGTGGGAACTTCATTAAGAATGGTTATTCGAGCGGACT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTTTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14825 Drosophila sp. water mite diet isolate 14825-BHL040517-GBD24458_19712-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACATCCTGGAGCATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTGGGAAATTGATTAGTACCTTTAATATTAGGA

GCTCCTGATATAGCCTTTCCACGAATAAATAATATAAGATTTTGACTTCTACCTCCTTCACTTACGCTATTATTAGTAAGA

AGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KJ463787, identified in GenBank as 

Drosophila melanogaster. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL14827 Psectrocladius sp. water mite diet isolate 14827-BHL040517-GBD20184_3653-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTACCGTTAATATTAGGAGCCCCCGGCATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14828 Chironomus sp. water mite diet isolate 14828-BHL040517-GBD10621_23172-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGGATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAACT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACACGCCTTTATTATAATTTTTTT

TCTTAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCTCC-

AAAACTTGGAGCACCTGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTT

CTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14830 Psectrocladius sp. water mite diet isolate 14830-BHL040517-GBD19817_20688-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTAT

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATATTGTAATTGTTACCACTCACGCTTTTGTAATATTTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCTGTTAATATTAGGAGCTCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14831 Psectrocladius sp.  water mite diet isolate 14831-BHL040517-GBD8503_4184-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCATTAATTGGCGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATATTAATTGGAGGATTTGGAAATTGATTAGTCACGTTAATATCAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTGCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14834 Psectrocladius sp. water mite diet isolate 14834-BHL040517-GBD11650_21330-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGTATGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAACTTTATAATGTCATTGTTACCGCTCACGCTTTTTTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCGCTCTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14835 Cricotopus trifasciatus water mite diet isolate 14835-BHL040517-GBD23512_9656-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATGGTAGGGACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACATTATTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL14836 Psectrocladius sp.  water mite diet isolate 14836-BHL040517-GBD11179_16696-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTATTTCGAGCAGAATTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATATTTTTTTTTCATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCACTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14838 Psectrocladius sp. water mite diet isolate 14838-BHL040517-GBD2290_14427-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATCTTTTATTTTTGTAGCCTGATCAGGCATAGTAGTCACTTCTTTAAGAATTTTAATTCGAGTAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGATCACGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGACCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTATCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14839 Psectrocladius sp. water mite diet isolate 14839-BHL040517-GBD16444_10350-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACTTTATTTTTGGAGCTTGATCCGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTGTAATAAATTTTTTTTATAGT

AATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTGGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14841 Paratanytarsus sp. water mite diet isolate 14841-BHL040517-GBD27477_10934-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATAGTTCATTTTAGGTGCCTGATAAGGAATAGTGGGAACTTACCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCTTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATAAAAGATTTTGACTTCTTCCCCCCTCTTTAACACTTTTACTTTCAAGTAAAATAGTGTAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14845 Psectrocladius sp. water mite diet isolate 14845-BHL040517-GBD19865_3688-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATAAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

AGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCTCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTTGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTATGATTTCTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTTTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14846 Psectrocladius sp. water mite diet isolate 14846-BHL040517-GBD28243_19851-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGCATGTTAATTCGAGCAGAACTAGGTCA

TGCCGGTTCTTTCATTGGAGATGATCAAATTTCTAATGTCATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14847 Chironomus riparius water mite diet isolate 14847-BHL040517-GBD8527_3874-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGACCCGGAATAGTGGGAACTTCATTAAGAAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCGAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTACACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAA-

AATTGGAGCACCTGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTA

TCTAGTTCTTTCGTAGAAAAGGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14850 Paratanytarsus sp. water mite diet isolate 14850-BHL040517-GBD27462_10923-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTGTAGTTCATTTTCGGTGCCTGATCAGGAATAGTGGGTACTTCCCTATGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCTTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGCATAAAGAATATAAGATTTTGACTACTTCCCCCCTCGTTAACTCTTTTACTTTCAAGTAAAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14852 Chironomidae sp. water mite diet isolate 14852-BHL040517-GBD13005_2813-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTAATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAACTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCACCCGACATAGCATTCC

CTCGAATAAACAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGCTGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14853 Psectrocladius sp.  water mite diet isolate 14853-BHL040517-GBD20563_13240-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGTTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCACACGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACGTTACGATGATCTAGCTCTCGAGTTGAAAATGGAGCAGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14854 Chironomus riparius water mite diet isolate 14854-BHL040517-GBD19305_13445-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTGTACATTATTTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAAGATTGCTTATTCGAGCTGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTA

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTACTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14856 Chironomidae sp.  water mite diet isolate 14856-BHL040517-GBD9852_14922-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCTAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTACCATTAATAATAGGAGCCCCAGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTAACATTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14858 Psectrocladius sp. water mite diet isolate 14858-BHL040517-GBD27633_21723-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCA

GGCCGATTCATTAATTGGAGATGATCATATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGAAGGATTTGGAAATTGATTAGTTCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTTTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14861 Diptera sp. water mite diet isolate 14861-BHL040517-GBD19906_20259-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTAGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGAGATAGCCTTTCCACGAATAAAAAATATAAGTTAATGAATTCTTCCTCATTCACTTACACGAATAATAGTAAGAA

GTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID KR262659, identified in GenBank as 

Prochyliza xanthostoma. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14862 Chironomus sp. water mite diet isolate 14862-BHL040517-GBD26524_23844-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGGTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATATATATTGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGTCATAGCTTTTCC

TCGAATAAAAAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTGCTTTCTAGTTTTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14863 Psectrocladius sp.  water mite diet isolate 14863-BHL040517-GBD14838_5498-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATGCGAGCAGAACGCGGTC

ACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGAAATTGGTACCGCTCTCGCTTTTGTAATAATTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTTG

AATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGCGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14864 Diptera sp. water mite diet isolate 14864-BHL040517-GBD27596_16375-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACAGTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAAGTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CTTTTGTAATAATTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAACAATATAAGTTTTTGACTTCTTCCTCCTTCACCTACACAATTATTAGTAAAAAG

TATAGTAGAAAATGGCGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID JX887648, identified in GenBank as 

Leucophenga sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14866 Psectrocladius sp.  water mite diet isolate 14866-BHL040517-GBD23817_23369-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGCACTTGGTCA

CTCCGGTTCCTTAATTGGAGATGATCAAATTTATCATGTAATTGTTACCGCTCACGCTATTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGTAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14868 Psectrocladius sp.  water mite diet isolate 14868-BHL040517-GBD6986_20102-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAATAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCTGTCA

CGCCAGTTCCTTAACTGGAGATGATCAAATTTATAATGTAATTGTTACCGCCCACGCTTTTGTATTAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14872 Psectrocladius sp. water mite diet isolate 14872-BHL040517-GBD29594_16375-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCAGTAACGGGACGAGGAGCGAGCGCGCGAGGGGAAAAGGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14873 Psectrocladius sp.  water mite diet isolate 14873-BHL040517-GBD2698_18523-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGCACTCGGGCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGTAGGATTTGGAAATTGATTAGTCTCGTTAATATTAGGCGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATCACTTCCCCCGTCATTAACGTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14878 Psectrocladius sp.  water mite diet isolate 14878-BHL040517-GBD15754_23134-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTAAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGATAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTAGCTAGCCCTCTAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14885 Psectrocladius sp.  water mite diet isolate 14885-BHL040517-GBD24067_23946-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAATAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTGGTCCCGTTAATATTAGGAGCCCCCGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTACTATAAAGCTCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14893 Psectrocladius sp.  water mite diet isolate 14893-BHL040517-GBD18022_27261-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATAGTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCTCTCACACTTTTGTAATCATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCTCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCTGTCATTAACTTGACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14895 Psectrocladius sp.  water mite diet isolate 14895-BHL040517-GBD2560_13317-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCTTATTAGTCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTAA

CGCCGGTGCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCACCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14898 Psectrocladius sp.  water mite diet isolate 14898-BHL040517-GBD5387_7399-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATAATTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAGTTGTTACCGCACACGCTTTTGTAATAATTTTTTTTTATAG

TAATACCTGTTTTAATTGGAGGATGTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATAAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14899 Psectrocladius sp.  water mite diet isolate 14899-BHL040517-GBD18734_28612-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAAGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATATAA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAAAATTAGTAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14900 Psectrocladius sp.  water mite diet isolate 14900-BHL040517-GBD11720_2415-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGACATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCAGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTTGGAAATTGATTAGTCACGTTAATATTAGGAGCCCCCGACACAGCATTCCCCCGAA

TAAATAATATAAGTTCTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14904 Psectrocladius sp.  water mite diet isolate 14904-BHL040517-GBD11970_5897-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTGTGTATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCGCTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACGCCGGTGCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGAATAGTCCCGTTAATATTAGGAGCCCCCGACACAGCATTCCCTCGA

ATAAACAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14905 Chironomus riparius water mite diet isolate 14905-BHL040517-GBD22523_19963-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAGCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTGGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGGGGATTCGGAAACTGACTTGTCCCCCTAA-

ACTTGGAACACCTGACATAGCTTCTACTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTACTTCTT

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14907 Psectrocladius sp.  water mite diet isolate 14907-BHL040517-GBD4176_18654-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGCATAGTAGTCACTTCTTTAAGCATTTTCATTCGAGCAGAACTCGGTC

ACGCCGGTTCCTTAATTGGAGATGTTCAAATTTATAATGTAATTGTTACCGATCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTAAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14909 Lucilia sp. water mite diet isolate 14909-BHL040517-GBD16507_2401-Ldc66 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTGGG-

GCTTGATCCGGAATAGTGGGAACTTCACTAAGAATTTTAAGTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAG

ACGACCAAATTTATAATGTAATTGTTACCGCTCATGCATTTGTTATAATTTTTTTTTATAGTTATACCAATTATAATTGGTG

GATTCGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGAC

TTCTTCCTCCTTCACTTACACTATTATTAGTAAGAAGTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KX161608, identified in GenBank as 

Lucilia caesar. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14911 Psectrocladius sp.  water mite diet isolate 14911-BHL040517-GBD22931_24475-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGTACTTCTTTAAGAATTTTAATTTGAGCATAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAACTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGTCGCCCCTGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14914 Dicrotendipes sp. water mite diet isolate 14914-BHL040517-GBD8435_4523-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGTGACATTTATTGGAGATGATAAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTTATGTTT

ATACCGATTTTATTTGGAGTATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGGTATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCGTTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14915 Chironomus riparius water mite diet isolate 14915-BHL040517-GBD13102_27965-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGTCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGTATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATCATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGAC-

TTTATCCCCCTCTCTTACTCTTCTTCTTTCTAGATCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14917 Psectrocladius sp.  water mite diet isolate 14917-BHL040517-GBD23506_25811-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGTTCAGTCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAAGATTATGATCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTGTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14918 Psectrocladius sp.  water mite diet isolate 14918-BHL040517-GBD15661_2127-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATAAAGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATACTTTTCTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGGCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14924 Diptera sp. water mite diet isolate 14924-BHL040517-GBD4727_13725-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCTGTACTTCTCTAAGA

ATTTTAATTCGTGCTGAATTAGGACAACCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCA

TGCATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTAACTTTAATATTAGG

AGCTCCTGATATAGCCTTTCCACGAATAAATAAAATAAGTTTTTGACTTCTTCCTCCTTCATTTACACTATAATTAGTAAGA

AGTATAGTAGGAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID KJ496572, identified in GenBank as 

Diptera environmental sample. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL14927 Psectrocladius sp. water mite diet isolate 14927-BHL040517-GBD2895_16946-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATCTTTTATTTTTGGAGCTTGATCGGTAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGTTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTGATTGGAGGATTTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14941 Chironomus sp. water mite diet isolate 14941-BHL040517-GBD10051_26084-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTAATCCGGAATAGTGGGAACTTCATTAAGAATTTTTATTCGAGCAGAATTC

GGACGACCCGGAACTTTCATCGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14945 Dicrotendipes sp. water mite diet isolate 14945-BHL040517-GBD17817_21917-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGTCGAATTAGGACGA

CCCGGGACATTGATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCCATTCTAATTGGAAGTTTCGGAAATTGATTAGTCCCTATAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGATTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTATCTAAATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14946 Chironomidae sp.  water mite diet isolate 14946-BHL040517-GBD3601_11944-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGATTATTATTTCGAGCTGAATTAGGACATCC

TGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAGTTAT

ACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCATTTCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTATAATCAAGAAGTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14947 Psectrocladius sp.  water mite diet isolate 14947-BHL040517-GBD20098_26556-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGGCTGATCAGGCATAGTAGATACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGTTTCCTTAATTTGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTCAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTTAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14948 Psectrocladius sp. water mite diet isolate 14948-BHL040517-GBD7498_22591-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCTGAACTCTGTCAC

CCCGGTTCCTTAATTGGAGAAGATCAAATTTATAATGTAATTGTTACTGCTCACGCTTTCGTAATAATTTTTTTTTTATTGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCCGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14949 Psectrocladius sp.  water mite diet isolate 14949-BHL040517-GBD25285_16064-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGTCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTATTTGGAGATGATCAATTTTATAATGTAATTGTTACCGCTCACGATTTTGTAATAATTTTTTTTTACAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14950 Psectrocladius sp. water mite diet isolate 14950-BHL040517-GBD20450_25867-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGAACTTCTTCAAGAATTTTAATTCGAGTAGAATTAGGTCAC

GCCGGTTCCTTCATTGGAGATGATCAAATTTATAATGCAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTCATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14951 Psectrocladius sp.  water mite diet isolate 14951-BHL040517-GBD25552_16729-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCATAACTCGGTCA

CGCCGGGTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCCCGCTTTTGCAATAATTTTTTTTATAGT

AATACCTATCTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCTAA

TAAATAATATAAGTTTTTGATTACTTCCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14952 Psectrocladius sp.  water mite diet isolate 14952-BHL040517-GBD10371_19864-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGATATGATCAAATTTATAATGTAATTTTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGTTTAGTACCATTAATATTATGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14953 Ceratitis sp. water mite diet isolate 14953-BHL040517-GBD13444_12724-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTTGGAGCATGAGCAGGAACAGTAGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGCGCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAGTAATTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGA

GCTCCTGATATAGCCTTTCCACGAATAAATAATATAAGATTTTGACTACTACCTCCTTCACTAACCCTATTATTAGTAAGA

AGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID AY788423, identified in GenBank as 

Ceratitis curvata. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14954 Drosophila sp. water mite diet isolate 14954-BHL040517-GBD18586_21358-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATATTTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAAAATAAGTTTTTGACTACTTCCTCATACACCAACACAATAATTAGAAAGAA

GTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID DQ471533, identified in GenBank 

as Drosophila repleta. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14957 Cryptochironomus sp. water mite diet isolate 14957-BHL040517-GBD8164_16352-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGA

CGACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATG

GTTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCTTTTCCCCGC

ACAAATAATATAAGATTTTTACTTTTACCACCATCCTTGAGCCTTCTTCGTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14962 Dicrotendipes sp. water mite diet isolate 14962-BHL040517-GBD16735_27156-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTATGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGAAATTTATTGGTGATGATCAAATCTATAATGCTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATGCCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL14964 Psectrocladius sp.  water mite diet isolate 14964-BHL040517-GBD20510_9069-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAGCTCGGTC

ACGCCGTTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAACTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATAACTTCCCCCGTCATTAACTTTACTACTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14965 Psectrocladius sp. water mite diet isolate 14965-BHL040517-GBD21951_13060-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATACGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAAATTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAAAAAAATAAGTTTTTGAATACCTCCCCCGTCATTTACCTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14977 Chironomidae sp. water mite diet isolate 14977-BHL040517-GBD18857_13168-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGTCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAACAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATATTGTAATTGTTACCGTTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTTGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCACGAAT

AAATAATATAAGATTTTGATTACTACCACCGTCATTATCTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14979 Chironomus riparius water mite diet isolate 14979-BHL040517-GBD27501_21461-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCAAGCAGAATT

AGGACTACCCGGACCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTTGAGGATTCGGAAACTGACTTGTCCACCTAA-

ACTTGGAGCACCTGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTT

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14990 Psectrocladius sp.  water mite diet isolate 14990-BHL040517-GBD17868_15595-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAGTTCGAGCAGAACTCGGTCA

CGACGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATTCCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGTGCCCCCTACATAGCATTCCCTCGAAT

AAATAATATAAGGTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14996 Psectrocladius sp. water mite diet isolate 14996-BHL040517-GBD6712_23605-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGCCACTTCTTTAAGATTTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTATTTGGAGATGATCAAATTTATAATGTAATTGTTCCCGCTCACCCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL14997 Psectrocladius sp. water mite diet isolate 14997-BHL040517-GBD18312_13034-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTGTATTTTATTTTTGGAGTCTGATCAGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGTTTCATTCATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGAATAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACATTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15001 Psectrocladius sp.  water mite diet isolate 15001-BHL040517-GBD22462_17578-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGACACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

TGCCGGTTCCTTAATTGGAGATGTTCAAATTTATAATGTAATTGTTACCGCTCACGCTATTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGGAAATTGATTAGTCCCGTTAATATTATGAGTCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15003 Chironomus riparius water mite diet isolate 15003-BHL040517-GBD24578_14930-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTAACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTAATTTGTCCCCCTAA-

ACTTGGAGCACCTGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTT

TATAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15004 Dicrotendipes sp. water mite diet isolate 15004-BHL040517-GBD14328_9745-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCTAAATTAGGACGA

CCCGGGACATTGATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATATTTTTTTTTTATGGTT

ATACCCATTCTCATCGGAGGTTTCGGAAATTGATTAGTACCTATAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL15008 Chironomus riparius water mite diet isolate 15008-BHL040517-GBD16663_4421-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGGTGATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCATATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCACCCTAATACTTGGAGAACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTTTTTCGTAGAAAATGGAGC

TGGTACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15011 Psectrocladius sp. water mite diet isolate 15011-BHL040517-GBD6079_24193-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTCTGGAGCCTGATCAGGCATAGTATGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCAC

GCCGGGTCCTTCATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCATCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15013 Psectrocladius sp.  water mite diet isolate 15013-BHL040517-GBD21912_19787-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGACTTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATTATCCAATTTATAATGTAATTGTTACCTCTCAAGCTTTTTTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCATCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15015 Psectrocladius sp.  water mite diet isolate 15015-BHL040517-GBD23944_25833-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGCAGTCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTGGGAGGCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACCATTATCTAGCTCGCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15018 Dicrotendipes sp. water mite diet isolate 15018-BHL040517-GBD12403_27824-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTGATTGAAAATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCCATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTATAATATTAGGAGCCCTCGATATAGCTTTCCCACGAAT

AAATAAAATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAAAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15028 Psectrocladius sp. water mite diet isolate 15028-BHL040517-GBD29337_17532-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTGCCTTAATTGGAGATGATCAAATTTATAATGTTATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATCCCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATGAGGAGCCCCCGAAATAGCATTCCCCCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCAGTAACGGGACGAGTAGCTAACTCTCTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15031 Chironomus riparius water mite diet isolate 15031-BHL040517-GBD24880_9427-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGTCTTGATCCGGAATAGTGTGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGTACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGTATGCGGAAACTGACTTGTCCCCCTAA-

ACTTGGAGCACCTGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTT

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15036 Psectrocladius sp.  water mite diet isolate 15036-BHL040517-GBD28970_13114-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

GGCCATTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTCCCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCACGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CGGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15040 Psectrocladius sp.  water mite diet isolate 15040-BHL040517-GBD10681_27245-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATAAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

AGCCGGTTCCTTATTTGGAGTTGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCGTCATAAACTTTACTATTATCTAGCTCTCTAGTCGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15041 Chironomus riparius water mite diet isolate 15041-BHL040517-GBD15022_28797-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAGGAATGCTTATTCTAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAA-

ACTTGGAGCACCTGACATAGCTTCTCCTTGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCGTCTT

TCTAGTTCTTTCGTAGAAAATGGAGCTGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL15045 Psectrocladius sp.  water mite diet isolate 15045-BHL040517-GBD24157_21461-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGAGCAGGCATAGTAGGCACTTCTTTAAGAATTT-

AATTCGAGCAGGACTCGGTCACGCCTGTTCCTTAATTGGAGATTATCAAATTTATAATGTAACTGTTACCGCTCACGCTTT

TGTAATAATTTTTTTTATAGTAATACCTATTTTAATTGGATGATTTGGAAATTGATTAGTTCCCGTTAATATTAGGAGCCCC

CGACATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTA

GTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15046 Chironomus sp. water mite diet isolate 15046-BHL040517-GBD23927_6151-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGATTTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTGCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTGTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15047 Psectrocladius sp. water mite diet isolate 15047-BHL040517-GBD3780_21797-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGCGCCTGATCAGGCATAGTAGGCACTTCTTAAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGATCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCTTTAACTTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15048 Psectrocladius sp. water mite diet isolate 15048-BHL040517-GBD4399_18780-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCACTAAGACTATTAATTCGAGCTGAATTAGGACGTCC

CGGAACTTTTATTGGAGATGACTAAATTTATAATGTTATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGGTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15049 Chironomus sp. water mite diet isolate 15049-BHL040517-GBD20558_28146-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGAAACTTTCATTGGAGGTGTCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGAAAACTGACTTGTCCCCCTAA-

ACTTGGAGCACCAGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTT

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15050 Dicrotendipes sp.  water mite diet isolate 15050-BHL040517-GBD23475_10556-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCAAATTAGGACGT

CCCGGGACTTTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCACCCGATATAGCATTCCCACGAATA

AATAATATAAGATTCTAACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15051 Psectrocladius sp. water mite diet isolate 15051-BHL040517-GBD25939_24041-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTGGAGCAGAACTAGGTCA

AGCCGGTTACTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

ATTACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15053 Chironomus riparius water mite diet isolate 15053-BHL040517-GBD9730_24908-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTCTTGGGGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACTAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAA-

ACTTGGAGCACCTGACACAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTT

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15063 Dicrotendipes sp. water mite diet isolate 15063-BHL040517-GBD8669_16825-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTATGAACTTCCTTAAGTATACTTATTCGAGCCAAATTATGACGA

CCCGGGACATTTATTGGAGATGAACAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTATTCCCTTTAATATTATGAGCCCCCGATATAGCTTTCCCACGAATA

AATGATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15064 Psectrocladius sp.  water mite diet isolate 15064-BHL040517-GBD24311_17822-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGTTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACG

CCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCTCTCACGCTTTTGTAATCATTTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGATCCCCCGACATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL15071 Chironomus sp. water mite diet isolate 15071-BHL040517-GBD26385_21560-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAATT

GTGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTCGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATCCTTGGGTCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCCTCTCTTACTCGTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15073 Chironomus riparius water mite diet isolate 15073-BHL040517-GBD12228_5279-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACCACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TTCATAGCTATACCAATTTTAATGGGAGGA-TCGGAAACTGAGTTGTCCCCCTAA-

ACTTGGAGCACCTGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTT

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15075 Chironomus riparius water mite diet isolate 15075-BHL040517-GBD21339_26071-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTAGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGGAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTACACATGCTTTTATTATAATTTTTTT

CATCGTTATACCAATTTTAATTAGAGGATTCGGAAACTGACTTGTCCCCCTAA-

ACTTGGAGCACCTGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACGCTTCTTCTT

TCTAGTTCTTTCGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15079 Chironomus riparius water mite diet isolate 15079-BHL040517-GBD26540_23810-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAACGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAA-

ACTTGGAGCACCTGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTT

GCTAGTGCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15080 Chironomus riparius water mite diet isolate 15080-BHL040517-GBD2573_12563-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGAAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCTCCCTAATACTTGGAGCACCTGACATAGCTTTGC

CACGAATAAATAATATAAGTTTCTGAC-

TTTACCCCCCTCTCCTACTCTTCCTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15082 Dicrotendipes sp. water mite diet isolate 15082-BHL040517-GBD25443_12234-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGT

TATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCATGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTATAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15083 Psectrocladius sp.  water mite diet isolate 15083-BHL040517-GBD26628_19542-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATTGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCTCCTGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATAACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15084 Psectrocladius sp.  water mite diet isolate 15084-BHL040517-GBD8141_13351-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTCGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACCTAGCCTTCCCTCGAA

TAAATAATATAAGTTTTTGATTTCCTCCCCCGTCATTAACTTTACTATTATCTAGCTCCCTAGTTGAAAATGGAGCTGTAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15085 Chironomus riparius water mite diet isolate 15085-BHL040517-GBD16114_14298-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTGGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTCCC

CCGAATAAATAAAATAAGTTTCTGAC-

TTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCATAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15094 Chironomus sp. water mite diet isolate 15094-BHL040517-GBD21360_17835-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTAAATTGATGGTTTTGGAAATTGACTTGTACCTTTAATACTATGGG

CCCCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACTTACATTACACCATTCAAGTTC

ATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL15102 Psectrocladius sp. water mite diet isolate 15102-BHL040517-GBD28083_12357-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCAGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAA

AAATAAAAAAAGTTTTTGATAACTCCCCCCGTCATTAACCTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15105 Chironomus sp. water mite diet isolate 15105-BHL040517-GBD17332_22730-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGTTTGATCCGGAATAGTGGGAACTTCATTTAGAATTCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGAAAACTGACTTGTCCCCCTAA-

ACTTGGAGCACCTGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTACTTCTA

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15113 Chironomus riparius water mite diet isolate 15113-BHL040517-GBD11145_9788-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCACTGGAGATGACCAAATTTATAAAGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGAATTCGGAAACTGACTTGTCCCCCTAA-

ACTTGGAGCACCTGACATAGCTTCTCCTCGAATAGATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACTCTTCTTCTT

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15114 Chironomus riparius water mite diet isolate 15114-BHL040517-GBD6151_24046-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATCCGAGCAGAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTTTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCTCCTAATACTTGGAGCACATGACATAGCTTTTCA

TCGAATAAATAATATAAGTTTCTGAC-

TTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15115 Psectrocladius sp.  water mite diet isolate 15115-BHL040517-GBD3216_13888-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATAAGGAATAGTAGGAACTTGTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACGTCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTCTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15124 Chironomus sp. water mite diet isolate 15124-BHL040517-GBD22888_26920-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGTATAGAGGGAACTTCATTAAGAATTCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

GATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAAGACATGGAGCAACTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15133 Chironomus riparius water mite diet isolate 15133-BHL040517-GBD21760_3879-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGCTTGATCCGGAATAGTGAGAACTTCAGTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCTGGAACTTTCACTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAA-

ACTTGGAGCACCTTACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCGTACTCTTCTTCTT

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15136 Chironomus sp. water mite diet isolate 15136-BHL040517-GBD4830_11819-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGGTGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAAT-

CTTGGATCACCTGACATAGCTTCTCCTCGAGTAAATAATATAAGTATCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTT

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15148 Psectrocladius sp. water mite diet isolate 15148-BHL040517-GBD9629_20225-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTTATTGAAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCACGTTAATATTAGGAGCCCCTAGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTAATTCCCCCGTCATTAACTTTACTATTATCTAGAACTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15153 Psectrocladius sp. water mite diet isolate 15153-BHL040517-GBD29569_15258-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAACTAGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGAGCCCCTGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATAAACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL15158 Chironomus sp. water mite diet isolate 15158-BHL040517-GBD3279_20784-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTTGTCCCTCTAA-

ACTTGGAGCCCCTGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTTCTA

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15161 Psectrocladius sp. water mite diet isolate 15161-BHL040517-GBD12169_22558-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCTGAACTCTGTCA

AGCCGGTTCCTTAATTGGAGATAATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTGCTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15165 Dicrotendipes sp. water mite diet isolate 15165-BHL040517-GBD10792_11020-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATATTTGGAGCATAAGCAGGAATAGTCGGGACTTCTCTAAGAATTTTAATTCGTGCTGAACTAGGACA

CCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTACTTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15173 Paratanytarsus sp.  water mite diet isolate 15173-BHL040517-GBD25297_21213-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATAGTTCATTTTCTGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGGATATTAATTCGAGCTGAACCAGGACA

TCCCAGAACTTTTATTGGAGATGACTAAATTTCTAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGCGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15180 Chironomus riparius water mite diet isolate 15180-BHL040517-GBD5403_19574-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATATTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGTAGGATTCGGAAACTGACTTGTCCCCCTAA-

ACTTGGAGCACCTGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTT

TCTAATTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15184 Chironomus riparius water mite diet isolate 15184-BHL040517-GBD28329_17095-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGCTCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AAGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGCAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTCTACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCGTTTC

CTCGAATAGATAATATAAGTTTCTGAC-

TTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15198 Chironomus sp. water mite diet isolate 15198-BHL040517-GBD11565_6257-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGACTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCTTTCCC

CCAAAAAAAAAAAAAAAGTTTCTGAC-

TTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15199 Chironomus riparius water mite diet isolate 15199-BHL040517-GBD15301_7243-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGTAGGATTCGTAAACTGACTGGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

CCGAATAAATAATATAAGTTTCTGAC-

TTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15208 Diptera sp. water mite diet isolate 15208-BHL040517-GBD26292_15764-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTTTATTTTATCTTTGGAGCATGAGCAGGAATAGTCGGTACTTCTCTAAGA

ATTTTAATTCGTGCTGATTTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCGCA

TGCATTTGTAATAATTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGG

AGCTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTATTTGACTTCTTCCTCCTTCACTAACACGATTATTAGTAAG

AAGTATAATAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KJ496572, identified in GenBank as 

Diptera environmental sample. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL15220 Chironomus sp. water mite diet isolate 15220-BHL040517-GBD10041_6344-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGTACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTATTTGGAGGATTCGGAAACTGACTTGACCACCTAA-

ACTTGGAGCACCTGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCATCTCTGACTCTTCTTCTT

TCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL15234 Chironomus riparius water mite diet isolate 15234-BHL040517-GBD22933_26821-Ldc66 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCAGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGTTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAA-

ACTTAGAGCACCTGACATAGCTTCTCCTCGAATAAATAAAATAAGTTTCTGACTTTTACCCCCCTCTCATACTCTTCTTCTA

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15236 Psectrocladius sp.  water mite diet isolate 15236-BHL040517-GBD24331_18891-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGTCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

AGACCTATTTTAATTGGAGGAATTGGAAATTGATTAGTCCCGTTAATATTAGTAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTGTTTGATTACTTCCCCCGTCATTAACTTAACTATTATCTAGCTCGCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15239 Dicrotendipes sp. water mite diet isolate 15239-BHL040517-GBD27812_21587-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACC

CGGAACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTGAT

ACCTATTTTAATTGGAGGCTTTGGAAACTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15247 Dicrotendipes sp.  water mite diet isolate 15247-BHL040517-GBD20883_26964-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTCCTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGGCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGG

ATATACCTATTCTAATGGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGTGCCCCCGATATAGCTTTCCCACGA

ATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15248 Psectrocladius sp.  water mite diet isolate 15248-BHL040517-GBD24740_13257-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTG

ACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGTTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAAGATTAGGAGCCCCCGACATAGCATTCACTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCTCGTCATTAACTTTACTATTATCTAGCTAACTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15251 Psectrocladius sp. water mite diet isolate 15251-BHL040517-GBD2695_17299-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGAAGTAGCATTCCCACGAAT

AAAAAAAAAAAGTTTTTAATTACCCCCCCCGCCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15257 Psectrocladius sp. water mite diet isolate 15257-BHL040517-GBD9177_19438-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTTGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAACCCCCGACCAAGCATTCCCTCCAAT

AAAAAAAATAAGTTTTTGATTACCTCCCCCGTCATTAACTTTACTACTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15259 Diptera sp. water mite diet isolate 15259-BHL040517-GBD25558_8573-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACACTTTATTTTATTTTTGGAGCATGAGCAGGAATAATCGGAACTTCTCTAAGAATTTTACTTCGT

GCTGAATTAGGACACCCTGGAACATTAATTGGAGACGACAAAATTTATAATGTAATTGTTACCGTTCATACATTTGTAAA

AATTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACTTTTAATATTAGGAGCTCCTGATAT

AGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGCAAGAAGTATAGTAGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID KM243502, identified in GenBank 

as Diachlorus curvipes. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1526 Oligochaeta sp. water mite diet isolate 1526-BHL110116-GBD19765_21772-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCCGGAATAATTGGAACAGGGACTAGAATACTCATTCGACTTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTTAAGATTCTGACTACGACCACCATCTCCAATCTAACTAAAAGCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL15271 Psectrocladius sp. water mite diet isolate 15271-BHL040517-GBD8005_15721-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGAGCAGGAATAGTAGGCACTTCTTTTAGAATTTTAATTCGAGTAGAACTCGGTCAC

CCCGGTTCCTTATTTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTCATGGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL15274 Chironomus sp. water mite diet isolate 15274-BHL040517-GBD20446_9146-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGGACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTCTCC

TCGCATAAATAATATAAGTTTCTGACCTTTACCCCCCCGCTCTTACACTTCGTCTGTCTAGTTTTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15280 Psectrocladius sp.  water mite diet isolate 15280-BHL040517-GBD16048_7654-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCA

CGCCGGTTCCTTCATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTAAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGGTTTTGATTACTTCCCCCGTCATTAACTTTACTATTACCTAGCTCTATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15282 Chironomidae sp. water mite diet isolate 15282-BHL040517-GBD19261_9323-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGCGGGAACTTCATTAAGAATGCTTATTCGAGCAGA

ATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACAGCACACGCTTTTATTATAATTTT

TTTTTATAGTTATGCCAATTTTAATCGGAAGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGACTTT

CCCTCGAATAAATAATATAAGGTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID KR961588, identified in GenBank as 

Chironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15283 Chironomidae sp. water mite diet isolate 15283-BHL040517-GBD3414_8755-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATATCCATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTATAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KM900037, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15291 Paratanytarsus sp. water mite diet isolate 15291-BHL040517-GBD27738_9752-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAAGTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACGTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGCATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACATCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATATTGTAAAATGGAGCT

GGAACA

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15293 Psectrocladius sp.  water mite diet isolate 15293-BHL040517-GBD23472_11961-Ldc66 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGTATTTTAATTCGAGCGGAACTCGGTCA

CGCCTGTTCCTTAATTGGAGCTGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAACAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTAATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL15295 Dicrotendipes sp. water mite diet isolate 15295-BHL040517-GBD23185_7083-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATCTTTAGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGATGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAA

ATAATATAAGTTTCTGACTATTACCCCCTTCTCTAACCCCTACTTCTTTCTAGGTCAATTGTAGAAAATGGAGCTGGAACC

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1535 Oligochaeta sp. water mite diet isolate 1535-BHL110116-GBD20011_27793-Lq46 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTCTATACTTAATTCTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAG

AATACTAATTCGAATTGAATTATCACAACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCAC

ATGCATTCTTAATAATTTTCTTTCTAGTAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTG

GAGCTCCAGATATGACTTTCCCACGACTAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCTTACAAAAATCTT

CTGCATCAGTATAAGGTGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID MG423151, identified in GenBank 

as Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL1632 Dero sp. water mite diet isolate 1632-BHL110116-GBD18284_22195-Lq46 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCA-

AAAGATATTGGCACTCTATACATCATCCTTGGAGTATGAGCAGGAATAGTAGGAACTGGAACAAGACTACTAATTCGAA

TAGAACTAGCTCAACCAGGATCATTTCTAGGCAGAGATCAACTATATAATACACTAGTAACAGCCCACGCATTTCTAATA

ATTTTCTTTTTAGTTATACCAGCATTTATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAGGAGCCCCAGATATG

GCATTCCCACGATTAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCATCTGCAGCAGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID MG423030, identified in GenBank 

as Dero obtusa. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL1636 Chaetogaster diastrophus water mite diet isolate 1636-BHL110116-GBD28212_14280-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATAAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGGGACCAACTATATAATACTCTAGTAACTGCC

CACGCATTTCTAATAATTTTCTTTATAGTTATACCAGTATTAATTGGTGGATTCGGAAATTGAATTCTACCTTTAATACTAG

GAGCCCCAGATATGGCATTCCCACGAATAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTCAT

CTGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.



>RL1641 Chaetogaster diastrophus water mite diet isolate 1641-BHL110116-GBD23773_9948-Lq46 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAATATTAATTCGAATTGAATTATCTCAACCAGGGTCATTCCTAGGTAGATACCAACTATATAATACTCTAGTAACTGCCC

ACGCATTTCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGTATTCGGAAATTGAATTCTACCTGTAATACGAGG

AGCCCCAGATATGGCATTCCCACGATAAAACAATCTAAGATTTTGACTTCTTCCACCTTCACTAATTCTACTAATTTAATCT

GCAGCAGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID GQ355367, identified in GenBank 

as Chaetogaster diastrophus. For oligochaetes, the % 

identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>RL1644 Chironomus riparius water mite diet isolate 1644-BHL110116-GBD10528_3657-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGAAACTTTCATTGGAGGTGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1645 Cricotopus sp.  water mite diet isolate 1645-BHL110116-GBD12805_20224-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1646 Lebertia sp.  water mite diet isolate 1646-BHL110116-GBD17542_9664-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGGCTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1647 Lebertia sp. water mite diet isolate 1647-BHL110116-GBD24535_12145-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTGCTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTTGATTAAGAACCCTTATTCGACTTGAATTAGGAC

AACCAGGCACATTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGATTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCGGATATAGCCTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTGAACTCTACTTCTATTAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1648 Lebertia sp. water mite diet isolate 1648-BHL110116-GBD10538_4920-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTGTTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCACCCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAAATTTTTTCATAGT

AATACCAATAATAATTGGAGGGTTTGGAAACTGATTAGGTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCAAGAA

TAAATAATATAAGAATTTGACTTCTTCCCCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1650 Lebertia sp. water mite diet isolate 1650-BHL110116-GBD17031_11093-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGTATGAGCAGGAATAATTGGAGCTAGATTAAGAACACTAATTCGACTTGAATTATGAC

AACCAGGCTCACTCCTAGGAAGTGAACAAATTTACAATACAATTGTTACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACCTCTATCAAGCTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1651 Lebertia sp. water mite diet isolate 1651-BHL110116-GBD15678_14937-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCCCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGGTTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGAGTGTGACTTCTTACACCATCCTTAACGCTACTACTACCAAGTTCCATTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1652 Lebertia sp. water mite diet isolate 1652-BHL110116-GBD17730_4837-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACCTTGATTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATCATAATTGGCGGTTTTGGAAACTGATTAGTTCCACTAATCATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATCAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTCTCAAGTTCCTTTACCGGAAAATGGAGCTGAA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1653 Lebertia sp. water mite diet isolate 1653-BHL110116-GBD16011_27625-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGATTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGTCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTACCTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGGTTTGGAGACTGATTAGTTCCACTAATAATCAGATACCCAGATATATCTTTTCCACGAA

TAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1654 Chironominae sp.  water mite diet isolate 1654-BHL110116-GBD27530_14453-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTACGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCATTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1658 Lebertia sp. water mite diet isolate 1658-BHL110116-GBD25671_6115-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTTGATTAAGAACCCTAATTCGACTTAAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACCATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGAAATAGCCTTTCCACGA

AAAAATAATATAAGATTTTGAATTCTTACTCCATCCTTAACCCTACTTCTATCAAGTTTCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1660 Oligochaeta sp. water mite diet isolate 1660-BHL110116-GBD13349_8077-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGTCTAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCCCTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

ATAAATAATTTAAGATTCTGACTACTACCACCATCTCTAATCCTACTAATTACCTATGCAGAAGGAGAAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.4% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL1661 Lebertia sp. water mite diet isolate 1661-BHL110116-GBD3177_21143-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAATGAACAAATTTATAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCCATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCACAGATATAGCTTTTCCACCA

ATAAATAATATAAGATTTTTGCTTCTTCCTCCCTCCTTAACCCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1662 Lebertia sp. water mite diet isolate 1662-BHL110116-GBD4621_21052-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTGGATTAAGAACCCTAATTCGACTTTAATTAGGACA

ACCAGGCTCACTCCTAGGAAGTGATCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTCCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGACGTCTGCCTCCATACTTAACACTGCTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1671 Lebertia sp. water mite diet isolate 1671-BHL110116-GBD15734_2017-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGGGCATGATCCGGAATAATTGGAGCTAGATTAAGAATCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTTACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATGATAATTGGTGGTTTTGGGAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTGACTCTGCTTCTGACAAGTTCCTTTACGGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1672 Lebertia sp. water mite diet isolate 1672-BHL110116-GBD11025_13796-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACTTTTTACTTTGCTTTTGGAGCATGATCCGAAATAATTGGAGCTAGATTACGAATCCTACTTCGACTTGAATTAGGACAA

CCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTACTCATGCTTTCGTTATAATTTTTTTCATAGTA

ATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTACTAACAAGTTCCTTTACAGGAAAATGGAGCTGAAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1674 Oligochaeta sp. water mite diet isolate 1674-BHL110116-GBD13504_23791-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGGGTATGAGCCGGAATAATTGGAACAGGGACTAGAATATTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATTAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTCTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGAAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCCCGAC

TAAATAATTTAAGATTCTGACTACGACCACCATCTCTAAACGTACTAATTTCTTCTGCAGCAGTAGAAAATGGAGCTGGA

AC

Using NCBI BLASTN in June 2018, this sequence was 84.8% 

identical to accession ID KY633408, identified in GenBank as 

Stylaria fossularis. For oligochaetes, the % identity was used 

to identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL1677 Lebertia sp. water mite diet isolate 1677-BHL110116-GBD25364_9765-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTACTTTGTTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAATCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGATCAAATTTACAATACAATTGTATCTGCTCATGCTTTCGTTATAATTTTTTTTATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAACCTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCCTCCTTAACTCTACTTCTATCAAGTTCCTTTACAAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1683 Lebertia sp. water mite diet isolate 1683-BHL110116-GBD23592_13686-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTCACTGCTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGAATAGTTCCACTAATAATCAGAGCCCCAGAAATAGCTTTTCCACGA

AAAAATAAAAAAAAATTTTGACTTCTTCCCCCATCCTTAACCCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1684 Lebertia sp. water mite diet isolate 1684-BHL110116-GBD3934_8212-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGTTTTTGGAGCCTGATCCGGAATAATTGGCGCTTGATTAAGAATTCTAATTCGACTTGAATTAGGACA

ACCCGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCACGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAA

TAAAAAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTAACAAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1690 Lebertia sp. water mite diet isolate 1690-BHL110116-GBD16654_12309-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTAAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAACCCCAGAAAAAGCTTTTCCACGA

ATAAATAAAATAAGAATTTGACCTCTTCCCCCATCCTTAACTCTACTTCTATCAAGTTCCTGTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1693 Hydrachnidiae sp. water mite diet isolate 1693-BHL110116-GBD13650_22196-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATACTTAATTTTAGGAGTATGAGCAGGAATAATTGGAACAGGGACTAGAATACTAATTCGAATTGAATTATCACA

ACCAGGATCATTCTTAGGAAGAGATCAACCATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTGT

AATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAGTGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.1% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1704 Lebertia sp. water mite diet isolate 1704-BHL110116-GBD14631_20431-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTATGAACCCTAATTCGACTTGGATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAAGATAAGATCATGACTTCTTCCTCCATCCTTACCACTCCTACTAACAAGTTCCTTTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1706 Lebertia sp. water mite diet isolate 1706-BHL110116-GBD26740_22091-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTCGATTAAGAATCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTTACTGCTCATGCTTTCGTTATAAATTTTTTCATAG

TAATACCAATAATAATTGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGTCCCAGATATAGCTTTTCCACGA

ATAAAAAAAATAAGATTTTGACTTCCTCCTCCATCCTTAACTCTACTTCTATCAAGGTCCATTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1714 Lebertia sp. water mite diet isolate 1714-BHL110116-GBD13045_25672-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAGGAACCCTAGTTCGACTTGAATTAGGACA

ACCAGACTCACTCCTAGGAAGTGACCAAATTTGCAATACAATTGTAACTGATCATGCTTTTGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGTTTGGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAA

TAAATAACATAAGATTTTGACTTCTTCCTCCATCCTTAACACTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1716 Lebertia sp. water mite diet isolate 1716-BHL110116-GBD21208_23570-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTTCTTTTGGAGCATGATCCGGAATAATTGTAGCTAGATTAAGAACCCTAATCCGACTTGAATTAGGACA

ACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGTTGTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAA

TAAATAATATAAGAGTTTGACTTCTTCCTCCATACTTAACTCTACGTCTATCAAGTTACGTTACAGGAAAACGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1719 Lebertia sp. water mite diet isolate 1719-BHL110116-GBD16863_13176-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGTTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAATCTTAATTCGACTCGAATTAGGAC

AACCAGGCTCATTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATATTAACTGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTGTGACTTCTTCCTCCATCCTTAACTCTACTTCTAGCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1725 Oligochaeta sp. water mite diet isolate 1725-BHL110116-GBD9990_16284-Lq47 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTTTACTTAATTTTAGAAGTATGAGAAGGAATAATTGGAACAGTGTATAGAATACTAATTCGAATTGAATTATCAC

AACCAGGATCATTCTTAGGAAGAGATCAACTATATAACACCCTAGTTACTGCACATGCATTCTTAATAATTTTCTTTCTTG

TAATACCAGTATTTATTGGAGGATTTGGAAACTGATTAGTACCACTAATACTTGGAGCTCCAGATATGGCTTTCCCACGA

CTAAATAATTCAAGATTCTCACCACGACCACCATCTCTAATCTTACTAAAATCTTCTGCAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.8% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL1738 Lebertia sp. water mite diet isolate 1738-BHL110116-GBD7024_23314-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AGCCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAGTAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATCAGATTTTGCCTCATTCCTCCATACTTAACCCTACTACTAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1740 Lebertia sp. water mite diet isolate 1740-BHL110116-GBD19005_3309-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGGGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATGCGGCTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGAACAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAAAACCAATAATAAATGGAGGTTTTTGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCCCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCATCCTTAACCCTACTTCTATCAAGTTCCTTTACTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1743 Lebertia sp. water mite diet isolate 1743-BHL110116-GBD21811_27828-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTTGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAAGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

AAAAAAAAAATAAGATTTTGACTTCTTCCGCCAACCTTAAATCTACTTCTAACAAGGTCCTTTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1752 Lebertia sp. water mite diet isolate 1752-BHL110116-GBD27673_22195-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGGTACGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACCCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCCTTTCCACGA

AAAAAAAAAAAAAGATTTTGACTTCTTCCCCCATCCTTAACTCTACTTCTATCAAGGACCTTTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1754 Lebertia sp. water mite diet isolate 1754-BHL110116-GBD25806_21736-Lq47 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGCGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATAAAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAAATGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGATTTTCCACGA

ATAAATAAAATAAGATTTTGAATTATTCCTCCATCCTTAACTCTACTTCTAACGAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1759 Chironomidae sp.  water mite diet isolate 1759-BHL110116-GBD4495_11888-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAACTTGATCGGGAATAGTAGGCACTCCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1760 Paratanytarsus sp.  water mite diet isolate 1760-BHL110116-GBD22992_25976-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATGTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGACTTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTGCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1761 Psectrocladius sp.  water mite diet isolate 1761-BHL110116-GBD27259_14825-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATATTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGATCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1763 Dicrotendipes sp.  water mite diet isolate 1763-BHL110116-GBD14239_26324-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGGTATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1764 Chironomidae sp.  water mite diet isolate 1764-BHL110116-GBD25755_24643-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGTAATAGTTGTAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTCCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATATTAGGAGCACCAGATATAGCGTTTCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR287302, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1765 Cricotopus sp.  water mite diet isolate 1765-BHL110116-GBD13704_27144-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTGTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCTGATCATTATTTGGAGATGATCAAATTTTTAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATCGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGGTTATTACCCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1772 Chironominae sp.  water mite diet isolate 1772-BHL110116-GBD25433_17438-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTCATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATCCTAATTGGTGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGCA

TAAATAATATGAGATTTTGATTCCTTCCCCCTTCTATATCTCTTCTGCTTACTAGCTCAACTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1773 Paratanytarsus sp.  water mite diet isolate 1773-BHL110116-GBD10108_20987-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACT

AGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATATTTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCT

CGAATAAATAATATAAGATTTTGACTTCTCCCCCCCTCATTAACTCTTTTACTTTCAAGTATAATAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1774 Chironominae sp.  water mite diet isolate 1774-BHL110116-GBD13804_26963-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCCTGACCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTAAATTAGGACA

CCCAGGAACATTATTTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGACT

AAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTACTCTTTTACTTTCTAGTGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR670143, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1776 Chironominae sp.  water mite diet isolate 1776-BHL110116-GBD9117_16469-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACACTGTAATTATCACAGCATATGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCACGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1777 Chironomidae sp.  water mite diet isolate 1777-BHL110116-GBD16871_18285-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTATGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATCATATTTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1778 Paratanytarsus sp.  water mite diet isolate 1778-BHL110116-GBD18990_8867-Ldc71 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGCC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTTTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAAT

AAATAATATAAGTTTTTGACTACTACCCCCATCTTTAACCTTTCTTCTATCAAGAAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1788 Chironomus riparius water mite diet isolate 1788-BHL101516-GBD12770_3937-Ldc85 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAGGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAAGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATACCTTTTCC

TCGAATCAATACTATAACTTTCTGACTTTTATCCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1789 Paratanytarsus sp.  water mite diet isolate 1789-BHL101516-GBD22264_21583-Ldc85 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTCTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATGCCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTGCCCCCATCTTTAACCCTACTTCTATCAAGGAGATTAGTGGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1791 Chironomus riparius water mite diet isolate 1791-BHL101516-GBD16084_13644-Ldc85 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTCTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1793 Chironomus riparius water mite diet isolate 1793-BHL101516-GBD18096_6513-Ldc86 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATAACCAAATTAATAATGTTGTAGTTACTGCAAATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTTAATTGGAGGAGTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTT

TCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTCGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1794 Chironomus riparius water mite diet isolate 1794-BHL101516-GBD3313_14480-Ldc86 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCCAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTCTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1796 Paratanytarsus sp.  water mite diet isolate 1796-BHL101516-GBD1857_17074-Ldc86 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGTGCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAAAATTAGGTCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCACATCTTTAACCCTTCTTCAATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1797 Chironominae sp.  water mite diet isolate 1797-BHL101516-GBD11025_12388-Ldc86 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTAATGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACGTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1799 Paratanytarsus sp.  water mite diet isolate 1799-BHL101516-GBD11531_19120-Ldc86 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGAA

TAAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTACTACTATCAAAAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1800 Chironomus riparius water mite diet isolate 1800-BHL101516-GBD23974_5393-Ldc86 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTCTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGGTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCATCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1801 Chironomus riparius water mite diet isolate 1801-BHL101516-GBD22859_25481-Ldc86 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGCTCCGGAATAGTGGTAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TAGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTTTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1802 Chironomus maturus water mite diet isolate 1802-BHL101516-GBD16006_11232-Ldc86 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACTACCCACGCATTTATTATATTTTTTTTT

CATAGTTATACCAATTCTAATTGGTGGTTTTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATGGCTTTCCC

CCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACTCTTTTACTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1805 Lebertia sp. water mite diet isolate 1805-BHL101516-GBD7771_21336-Ldc86 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAAGTTTTGGAAACTGATTAGTTCCCCTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAAATTTTTACTTCTTCCTCCATCCTTAACCCTACTTCTATCAAGATCCATTTCAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1810 Lebertia sp.  water mite diet isolate 1810-BHL101516-GBD26554_17827-Ldc86 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTCGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATAGAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCGTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1823 Chironomus riparius water mite diet isolate 1823-BHL022317-GBD18499_20495-Ldc88 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGTGGATTCGGAAACTGACTTGTCCCCCTAATACATGGAACACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1824 Podocopida sp. water mite diet isolate 1824-BHL022317-GBD14184_21557-Ldc88 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTTATGGT

AATACCAATTATAATCGGAGGATTTGGAAATTGATTAGTACCTTTAATAATAGGGGCACCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTACCAACTGGAATACTAGCAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1825 Chironomus riparius water mite diet isolate 1825-BHL022317-GBD7163_17774-Ldc88 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTAGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTATTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGTACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCATACTCTTCTTCTTTCTAGTACATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1829 Chironominae sp.  water mite diet isolate 1829-BHL022317-GBD28000_9948-Ldc88 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTTACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTGACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1831 Psectrocladius sp.  water mite diet isolate 1831-BHL072216-GBD4828_10618-Lunk72 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGTTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1832 Chironomidae sp. water mite diet isolate 1832-BHL072216-GBD13264_7131-Lunk72 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACAATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTATAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCTAAT

AAATAATATAAGTTTTCGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1833 Paratanytarsus sp.  water mite diet isolate 1833-BHL072216-GBD8313_25513-Lunk72 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATACTTTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCCCATAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1834 Chironomidae sp.  water mite diet isolate 1834-BHL072216-GBD25899_10898-Lunk72 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTCTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1835 Chironomus riparius water mite diet isolate 1835-BHL072216-GBD11691_24212-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATCTTGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

TTCATAGATATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1838 Chironomidae sp.  water mite diet isolate 1838-BHL072216-GBD8165_10114-Lunk72 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1840 Dicrotendipes sp.  water mite diet isolate 1840-BHL072216-GBD23027_24319-Lunk72 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGATCATTTATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATATCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCACGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1842 Chironominae sp.  water mite diet isolate 1842-BHL072216-GBD7671_21483-Lunk72 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCTTCTCTAACTCGTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1845 Chironomus riparius water mite diet isolate 1845-BHL072216-GBD11704_12200-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAACGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGCTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCC

CGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1846 Orthocladiinae sp.  water mite diet isolate 1846-BHL072216-GBD13051_3623-Lunk72 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAAAATTAGGACA

CCCAGGCTCATTTATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTAATATTAGGAGCCCCTGATATAGCTTTTCCCCGAA

TAAATAATATAAGATTTTGATTACTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1848 Chironominae sp. water mite diet isolate 1848-BHL072216-GBD25803_9021-Lunk72 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACATCATTTAGTATTTTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTTACAGCTCACGCTTTTGTTATAATTTTTTTTTATAG

TTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTACTACTATCTAGCTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1854 Cryptochironomus sp.  water mite diet isolate 1854-BHL072216-GBD27518_19557-Lunk72 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTTTTTTTGGAGTTTGAGCAGGGATGTTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACG

ACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCATGG

TTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTACACTGGGAGTCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1860 Chironominae sp.  water mite diet isolate 1860-BHL072216-GBD21844_7115-Lunk72 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGTGCTTGATCTGGAATAGTAGGAACATCTCTTAGTATATTAATTCGAGCAGAATTTGGTC

ATCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTCATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1868 Chironomus riparius water mite diet isolate 1868-BHL022317-GBD7481_6795-Ldc89 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1872 Podocopida sp. water mite diet isolate 1872-BHL022317-GBD17348_21047-Ldc89 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACTGCCTTAAGAGTAATTATTCGGGCTGAGCTCGGTCAAC

CTGGGGCACTTATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTTATGGTA

ATACCAACTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGTGCACCAGATATAGCGTTTCTTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTCATCCTTATTAACAATTGGAATACTTACAGAAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1873 Lebertia sp.  water mite diet isolate 1873-BHL022317-GBD24056_16261-Ldc89 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1874 Chironominae sp.  water mite diet isolate 1874-BHL022317-GBD3289_14861-Ldc89 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCCGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGGACTTGGACG

ACCTGGTACTTTTAATGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTTCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1875 Chironomus maturus water mite diet isolate 1875-BHL022317-GBD22166_22111-Ldc89 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACTACCCACGCATTTATTATATTTTTTTTT

CATAGTTATACCAATTCTAATTGGTGGTTTTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATGGCTTTCCC

CCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACTCTTTTACTATCTAGTTCATTCGTAGAAAATGGAGCT

AGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1881 Chironominae sp.  water mite diet isolate 1881-BHL022317-GBD25364_5633-Ldc89 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATACTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTAATGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTGTCCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGACGACTTCCCCCTTCATTAACTCTTTTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1882 Chironomus riparius water mite diet isolate 1882-BHL022317-GBD16518_24258-Ldc90 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATAACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CGTAGTTTTACCAATTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCCTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1883 Podocopida sp. water mite diet isolate 1883-BHL022317-GBD20260_20406-Ldc90 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTTATGGT

AATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAACAATTGGAATACTTACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1884 Paratanytarsus sp.  water mite diet isolate 1884-BHL022317-GBD24549_8805-Ldc90 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATCCCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1887 Chironomus maturus water mite diet isolate 1887-BHL022317-GBD15191_21362-Ldc90 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGCAGTAACTACCCACGCATTTATTATATTTTTTTTT

CATAGTTATACCAATTCTAATTGGTGGTTTTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATGGCTTTTCC

CCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACTCTGTTACTTTCTAGTACATTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1889 Chironomidae sp. water mite diet isolate 1889-BHL022317-GBD14944_25943-Ldc90 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGACG

ACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACTCATTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTACCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGAGTTAGATTACTTCCCCCATCCCTTACCCATCTTCTTTAAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID KM991708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1892 Chironomidae sp. water mite diet isolate 1892-BHL022317-GBD10290_7231-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTTGGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAG

GACGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCA

TAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCTTC

GAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCATACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1894 Lebertia sp.  water mite diet isolate 1894-BHL022317-GBD17967_19930-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

GACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCCCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

GTAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1895 Coelotanypus sp.  water mite diet isolate 1895-BHL022317-GBD29566_14376-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTCATCTTTGGAGCTTGAGCTGGTATAGTAGGTACCTCCCTTAGTATCTTAGTTCGAGCTTAATTGGGTCA

TCCTGGTGCTCTAATTGGTGATGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTTGTAATAATTTTCTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATCGACTAGTTCCTTTAATATTAGGTGCCCCTGATATAGCCTTTCCACGAAT

AAATAATATAAGATTTTGATTACTTCCCCCTTCATTAACATTATTATTAGCAAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR085247, identified in GenBank as 

Coelotanypus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1897 Chironomus riparius water mite diet isolate 1897-BHL022317-GBD22913_8556-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCCCGCTCTTACTCTACTTCGTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1898 Paratanytarsus sp.  water mite diet isolate 1898-BHL022317-GBD3221_15287-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGTAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCCTATA

AATAACATAAGTTTTTGATTACTTCCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1900 Chironomidae sp. water mite diet isolate 1900-BHL022317-GBD6460_17489-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGAACTTGATCTGGAATAGTAGGAACATCTTTAAGAATGCTTATTCGG

GCAGAATTAGGACGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCACACGCATTTATTAT

AATTTTTTTCATAGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGAGCTCCTGATAT

AGCATTCCCTCGAATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTGCTTTCAAGATCAATTGTAGAA

AATGGAGCCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID JF412134, identified in GenBank as 

Paracladopelma camptolabis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL1902 Chironomidae sp. water mite diet isolate 1902-BHL022317-GBD28703_19152-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAAGAATGTTTATTCGGGCAGAATTAGGACGACC

TGGGACTTTTATTGGAGATGACCATATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAGTAAT

ACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGGCTCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KM991708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1903 Amphichaeta raptisae water mite diet isolate 1903-BHL022317-GBD8370_18134-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGTGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATCTTTAATAATTTTTTTCTTAGTAATACCAGCTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGACT

TTGACTATTACCCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL1906 Chironomidae sp. water mite diet isolate 1906-BHL022317-GBD17429_17501-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAGTAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTTCAT

AGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATGCCCTC

GAAGAAATAATAAAAGATATTGATTACTTCCCCCATCCCTTACCCGACATCTTTCAAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1907 Chironomidae sp. water mite diet isolate 1907-BHL022317-GBD24915_25364-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGTACATCTTTAAGTATGCTTATTCGGGCAGAATTAGGACG

ACCCTGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTTCATAG

TAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCTATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTTGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KR287333, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1911 Chironomidae sp. water mite diet isolate 1911-BHL022317-GBD17698_6814-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAGTGCTTATTCGGGCAGAATTAGGAC

GACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATAG

TAACACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCTTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.8% 

identical to accession ID KM991708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1912 Lebertia sp. water mite diet isolate 1912-BHL022317-GBD20428_13453-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGGATTAGGAC

AACCAGGCTCACTTCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTATTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

AAAAATAATAAAAGAATTTGACTTCTTCCCCCATCCTTAACTCTACTTCTAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1914 Lebertia sp. water mite diet isolate 1914-BHL022317-GBD24416_16816-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTTGGAAGTGACTAAATTTATAATACAATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTCATAGT

AATACCAATATTAATTGGAGGTTTTGGAAACTGAATAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAA

TAAATAAAATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGGTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1915 Chironomidae sp. water mite diet isolate 1915-BHL022317-GBD25258_24094-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGACTTGATCTGGAATAGTGGGACCATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGCCCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAAGTTTTTTTCAT

AGTAATACCTATTTTAATTGGAGGATTCCGAAATTGATTAGTTCCTCTTATACTAGAGGCTCCTGATATAGCATTCCCTCG

AATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1917 Lebertia sp. water mite diet isolate 1917-BHL022317-GBD10700_4275-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCCCGA

AAAAATAATATAAGATTTTGACATATTACTCCATCCTTAAATCTAATTCTATCAAGTAACTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1919 Chironomidae sp. water mite diet isolate 1919-BHL022317-GBD5503_18253-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGACTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCTGGCAGAATTAGGA

CAACCCGGGACTTTTATTGGAGCTGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTTCAT

AGTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCATCTTATACTAGGGTCTCCTGATATAGCATTCCCTCG

AATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.8% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1921 Lebertia sp. water mite diet isolate 1921-BHL022317-GBD23083_5243-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAATCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCATTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAAAAAAAGATTTTGACTTCTTCCCCCATCCTTAACCCTACTTCTAACAAGTTCCATTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1924 Chironomus maturus water mite diet isolate 1924-BHL022317-GBD20763_4576-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACTACCCACGCCTTTATTATATTTTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGTTTTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATAGCTTTCCCC

CGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACTCTTTTTCTTTCTAGTTCATTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1925 Lebertia sp. water mite diet isolate 1925-BHL022317-GBD6509_7417-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAATCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAAATTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAACCCCAGATAAAGGTTTTCCACGA

ATAAATAAAATAAGATTTTGACTTCTTCCCCCATCCTTAACTCTTCTTCTATCAAGGTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1926 Lebertia sp. water mite diet isolate 1926-BHL022317-GBD26178_10150-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAGGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCCTTTCCACGA

ATAAAAAAAATAAGATTTTGACTTCTTCCTCCATCCTTAACCCTACTTATAACAAGGCCCTTTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1930 Lebertia sp. water mite diet isolate 1930-BHL022317-GBD24019_5413-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGACCCGGAATCATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAAATGGAGGTTTTGGAAACTGAATAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAAAAATATAAGATTTTGACTTCTTCCCCCATCCTTAACTCTACTTCTATCAAGGTCCATTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1931 Chironomidae sp. water mite diet isolate 1931-BHL022317-GBD13914_14622-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCG

GGCAGAATTAGGACGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTA

TAATTTTTTTCATAGTAATACCTATTTTAATTGGAGATTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATA

TAGCTTTTCCACGAATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGG

AAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.1% 

identical to accession ID DQ648215, identified in GenBank 

as Kiefferulus brevibucca. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL1933 Lebertia sp. water mite diet isolate 1933-BHL022317-GBD8924_23834-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTTGTTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTAGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCCCTAATAATCAGAGCCCCAGATAAAGCTTTTCCACGA

AAAAATAAAATAAGATTTTGACTTCTTCCTCCATCCTTAACCCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1936 Hydrachnidiae sp. water mite diet isolate 1936-BHL022317-GBD21604_24346-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGACGACCCGG

GACTTTTATTGGAGATGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGTAATACCA

ATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAATAAATAA

TATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1941 Lebertia sp. water mite diet isolate 1941-BHL022317-GBD28453_13137-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTTGATTAAGAACTCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGAAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

AAAAACAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTAACAAGGTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1942 Chironomus riparius water mite diet isolate 1942-BHL022317-GBD25367_20505-Ldc91 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGGTTGATCCGGAATACTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTATCCCCCTCTCCTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1944 Lebertia sp. water mite diet isolate 1944-BHL022317-GBD19861_17629-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAGATGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCAAAG

TAATACCAATAACAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAAAAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTTACTTCTTCCCCCATCCTTAACCCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1946 Lebertia sp. water mite diet isolate 1946-BHL022317-GBD19754_28680-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCCTTTCCACGA

ATAAATAAAATAAGAATTTGACTTCTTCCCCCAACCTTAACTTTACTTCTATCAAGATCCTTCACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1947 Lebertia sp. water mite diet isolate 1947-BHL022317-GBD13126_23678-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCCAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTTGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATACAGCTTTGCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTGCAACCTTAACGCTGCTTCTATCAAGTTCCTTTACAGGAAAAGGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1954 Lebertia sp.  water mite diet isolate 1954-BHL022317-GBD11151_12446-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATGCAATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTATTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCAGCCTTAACCCTACTTCTAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1955 Chironominae sp.  water mite diet isolate 1955-BHL022317-GBD11709_7179-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTCTTCTTTCTAGTTCACTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1958 Lebertia sp. water mite diet isolate 1958-BHL022317-GBD27153_10880-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACGTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTGGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGCCTTCTTCCTCCATACTTCACTCAACTTCTAACAAGTTCCTTTACAGGAAAATGGCGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1960 Lebertia sp. water mite diet isolate 1960-BHL022317-GBD16779_9220-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGTTTTCGTGATAATTTTTTTCATAG

TAATACCAATAAAAAATGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCAAGATATAGCTTTTCCACGA

ATAAATAATATAAGAATTTGACTTCTTCCTCCATCCTTAACACTACTACTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL1961 Chironomidae sp. water mite diet isolate 1961-BHL022317-GBD4900_17030-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTTAGAATGCTTATTCGGGCAGAATTAGGACG

ACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTCACATACCACGCATTTATTATAATTTTTTTTCATAG

TAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCAGTCCCTCGAA

TAAATAATATAAGAGTTTGATTACTTCCCCCATCCCTTACCCAGCTTCTTTCAAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.8% 

identical to accession ID KR287333, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1973 Lebertia sp. water mite diet isolate 1973-BHL022317-GBD14742_28959-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATGGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGTAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCCTTTCCCCGA

AAAAAAAAAATAAGATTTTGACGTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAACGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1977 Lebertia sp. water mite diet isolate 1977-BHL022317-GBD17228_6022-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTCTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGACCCAGATATAGCTTTTCCCCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCCTTAACCCTTCTTCTATCCAGTTCCTTTACTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1978 Lebertia sp.  water mite diet isolate 1978-BHL022317-GBD20280_12058-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTGCTTTTGGAGCATGGTCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCACTCCTAGGAAATGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCATTATAATTTTTTTCATAGT

AATACCAATAAAAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCATTTCCACGAA

TAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTGCTAACAAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1979 Lebertia sp. water mite diet isolate 1979-BHL022317-GBD14448_23976-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGTTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAATCCTAATTCGACTTGAATTAGGAC

AACCTGGCTCACTCCTAGGAAGTGACCAAATTTATAATACAATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCCCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCATCCTTAACTCTACTTCTATCAAGTTCCTGTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1981 Lebertia sp. water mite diet isolate 1981-BHL022317-GBD2244_13250-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTCGGAC

AACCAGGCTCACTCCTAGGAAGTGAACAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCCTTTCCACGA

AAAAATAATAAAAGATTTTGGCTTCTTCCTCCATCCTTAACCCTACCTCTAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1985 Lebertia sp. water mite diet isolate 1985-BHL022317-GBD13550_10350-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAAATTTTTTCATAG

TAATACCAATAATAATTGGAAGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAAAATTTGACTTCTTCCTCCATCCTTAACCCTACTTCTAACCAGTTCCTTTACTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1987 Lebertia sp. water mite diet isolate 1987-BHL022317-GBD18523_27369-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTTGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTAAAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGCTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCATATATAGCATTTCCACGA

ATAAATAAAATAAGATTTTGTCTTCTTCCTCCATCCTTAACTCTACTTCTAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1989 Lebertia sp. water mite diet isolate 1989-BHL022317-GBD6477_9261-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGATCAAATTTACAATACAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAAATGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

AAAAATAATAAAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTAACAAGTACCATTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL1993 Chironomidae sp. water mite diet isolate 1993-BHL022317-GBD11032_26146-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACCTTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTAAACTAGGGGCTCCTGAAATAGCATTCCCTCG

AATAAATAAAAAAAGATTTGGATAACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2007 Lebertia sp. water mite diet isolate 2007-BHL022317-GBD23462_22801-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAGTTGTAACAGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGATCCCCAGATATAGCCTTTCCACGA

ATAAAAAATATAAGATTTTGAATTATTCCCCCATCCATAACTCTACTTCTAACAAGGTCCTTTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2008 Oligochaeta sp. water mite diet isolate 2008-BHL022317-GBD8320_18311-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGACGACCGGGA--

CTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTT

TTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATA

AGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.8% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL2019 Lebertia sp. water mite diet isolate 2019-BHL022317-GBD15556_23797-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATCGGAGCTAGATTAAGAATCCTAATTCGACTTGAATTAGGAC

AACCAGGCCCACTCCTAGGAAGTGAACAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAACTTTTCCACGA

ATAAAAAATAAAAGATTTTGACTTCTTCCTCCATCCTTAACCCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2021 Lebertia sp. water mite diet isolate 2021-BHL022317-GBD16863_12415-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCACACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTACACTAAAAATCAGAGCCCCAGATATAACCTTTCCACCA

ATAAATAATATAAGATTTTTACTTCTTCCCCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2023 Lebertia sp. water mite diet isolate 2023-BHL022317-GBD25491_13535-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTACTTTGTTTTTGGAGCATGATCCGGAATAATTGGAGCTTGATTAAGAATCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCATTCCTAGGAAGTGACCAAATTTACAATACTATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCTGATATAGCTTTTCCACGAA

TAAAAAATATAAGATTTTGGCTTCTTCCCCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2027 Lebertia sp.  water mite diet isolate 2027-BHL022317-GBD28329_17096-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCCTTTGGAGCATGATCCGGAATAATTGGAGCTCGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTACTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAAGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCATCCTTAACTCTACTTCTATCAAGGTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2031 Chironomidae sp. water mite diet isolate 2031-BHL022317-GBD17280_5155-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCAGAATTAGGA

CGACCCGTGACTTTTATTGGAGATGACCATATTTATAATGTGATGGTAACAGACCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTAAGGAAATTGATTAGTTCCTCTTATACTAGGTGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2036 Lebertia sp. water mite diet isolate 2036-BHL022317-GBD7011_9018-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAATCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTATAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATAAAGCCTTTCCACCA

AAAAAAAATATAAGATTTTGGCTTCTTCCTCCATCCCTAACCCTACTTCTAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2043 Chironomidae sp. water mite diet isolate 2043-BHL022317-GBD27344_16232-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCG

GGCAGAATTAGGACGACCCGGGACTTTTATTGGAGATGATCAAATTTATAATGTGATTGTAACAGCCCACGCTTTTGTTA

TAATTTTTTTCATAGTAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACCAATAATCAGAGCCCCAGATA

TAGCTTTTCCACGAATAAATAATATAAAATTTTGACTTCTTCCCCCAGCCTTAACTCTACCTCTATCAAGTTCCTTTACATG

AAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID DQ648215, identified in GenBank 

as Kiefferulus brevibucca. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL2046 Chironomidae sp. water mite diet isolate 2046-BHL022317-GBD14572_11182-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTATGAATGTTTATTCGGGCAGAATTAGGA

CGACCCGGGACTTTTATTGGAGATGACTAACTTTATAATGTGATTGTCACAGCCAACTCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGCTTCGGAAATTGATTAGTTCCTCTTATACTAGGGGCTCCTGATATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2048 Lebertia sp.  water mite diet isolate 2048-BHL022317-GBD29187_14850-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATAATCAGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTTATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

AAAAATAATATAAGTTTTTGACTTCTTCCTCCATCCTTAACCCTACTTCTATCAAGGTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2056 Lebertia sp. water mite diet isolate 2056-BHL022317-GBD16365_29094-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGTGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTATACCACGA

AAAAAAAAAATAAGATTTTGACTGCTTCCACCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2058 Chironomidae sp. water mite diet isolate 2058-BHL022317-GBD29156_14357-Ldc91 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGAACATCTTTAAGAATGCTTATTCGGGCGGAATTAGGA

CGAGCCGGGACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTAACAGCCCACGCATTTATTATAATTTTTTTCATA

GTAATACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTTCCGCTTATACTAGGGGCTCCTGATATAGCATTCCCTCG

AATAAATAATATAAGATTTTGATTACTTCCCCCATCCCTTACCCAGCTTCTTTCAAGAACAATTGTATAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KR286010, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2059 Lebertia sp. water mite diet isolate 2059-BHL022317-GBD25418_20326-Ldc91 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGGATAATTGGAGCTAGATTAAGAACCCTAACTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAGCTGCCCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

AAAAAAAAAATAAGATTTTGGATTCTTCCCCCATCCTTAACCCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2062 Chironominae sp. water mite diet isolate 2062-BHL072216-GBD9420_11075-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTACCCCCCTTCTTTAACTCTTCTTCATTCTAGTTCGATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2063 Chironominae sp.  water mite diet isolate 2063-BHL072216-GBD11813_27196-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2066 Chironomidae sp. water mite diet isolate 2066-BHL072216-GBD12982_22672-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAG

CAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATA

ATTTTCTTCATAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATG

GCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTTTAACTCTCTTCTTCTTTCTAAATCAATTGTAGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.8% 

identical to accession ID JF412118, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL2067 Chironominae sp.  water mite diet isolate 2067-BHL072216-GBD17848_11585-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

CCCAGGTACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTATATGG

TTATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGA

ATAAATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACCCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2068 Chironomidae sp.  water mite diet isolate 2068-BHL072216-GBD11334_17727-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGCTTTAATTCGAGCTGAATTAGG

GCATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTTTA

TAGTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTC

GAATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2069 Chironomidae sp. water mite diet isolate 2069-BHL072216-GBD24209_24653-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGGGCAT

CCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTATCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR285214, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2070 Tanytarsus sp.  water mite diet isolate 2070-BHL072216-GBD24631_18209-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGTATATTAATCCGTGCAGAATTAGGACA

CCCGGGAACTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCATTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGGGGCTTTGGAAATTGATTATTGCCTCTTATACTCGGGGCTCCCGACATAGCCTTTCCTCGAAT

AAATAACATGAGATTCTGATTACTTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KP043761, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2072 Megaselia sp.  water mite diet isolate 2072-BHL072216-GBD17022_17593-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACATCTTTAAGTATACTTATTCGTGCAGAATTAGGTCA

TCCAGGCACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCCCATGCTTTTATCATAATTTTTTTTTTATAG

TTATACCTATCTTAATTGGGGGATTTGGAAATTGACTTTTACCATTAATGCTTGGAGCACCAGATATAGCTTTCCCCCGAA

TGAATAATATAAGTTTTTGACTTCTTCCCCCATCTCTAACCCTTCTTCTTTCTAATTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KX774883, identified in GenBank as 

Megaselia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2073 Chironominae sp.  water mite diet isolate 2073-BHL072216-GBD23348_25398-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCCCTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCCCGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCCTTCCAGCTCAATTGTAGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2074 Dicrotendipes modestus water mite diet isolate 2074-BHL072216-GBD14050_23516-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGACG

GCCAGGAACTTTTATTGGAGATGACCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTTATAGT

TATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGAA

TAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID MG449574, identified in GenBank 

as Dicrotendipes modestus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL2076 Diaphanosoma sp.  water mite diet isolate 2076-BHL072216-GBD26889_21369-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GACTTTATATTTTATTTTCGGAGTATGGTCTGGTATAGTAGGTACCGCTTTTAGTATATTAATTCGAGCAGAGTTAGGCCA

ATGTGGTAGCTTTATTAGGGGACGATCAATTTTACAATGTTATTGTAACTGCTCATGCTTTTGTTATAATTTTCTTTATGGT

TATACCTATTCTTATTGGTGGGTTTGGAAATTGGTTGGTTCCTTTAATGTTAGGGGCTCCTGATATGGCCTTCCCTCGTTT

AAATAATTTAAGATTTTGATTACTTCCTCCTTCTTTAACTTTACTTTTAGTTGGTAGGGCTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID MG449947, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2077 Chironominae sp.  water mite diet isolate 2077-BHL072216-GBD15244_3806-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCGGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTAGGACA

CCCAGGAACATTTATTGGAGATGATCAAATTTTCAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR689936, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2078 Chironomidae sp.  water mite diet isolate 2078-BHL072216-GBD14241_22649-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGGGCTTGATCTGGAATAGTGGGTACCTCCCTTAGTATCCTTATTCGTACAGAATTAGGTCA

CCCAGGAGCTTTAATTGGAGACGATCAAATCTATAATGTAATTGTAACGGCACATGCTTTTGTTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGTGGATTTGGTAATTGACTAGTACCCCTTATACTAGGAGCCCCAGATATAGCATTTCCACGAA

TAAATAATATAAGATTTTGACTACTACCCCCTTCTTTAACCTTACTATTATCTAGCTCTATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KP043430, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2080 Lebertia quinquemaculosa water mite diet isolate 2080-BHL072216-GBD19700_26452-Lq68 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCACTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTGAGAATTAGGA

CAACCAGTAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTCGGACATTGACTAGTCCCATTGATAATTAGAGCTCCAGATATAGCATTTCCACG

AATAAACAATATAAGATTTTGACTTTTACCCCCCCTCTGTAACTCTTCTACTATCTAGTTCTTTCACAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID MG773261, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL2081 Chironominae sp. water mite diet isolate 2081-BHL072216-GBD15526_11736-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCAG

TGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2082 Chironominae sp.  water mite diet isolate 2082-BHL072216-GBD21925_11102-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTCTATTTTATTTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATGGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCCCTTCTTCTTTCTAGTTCTATTGTAGAAAAGGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2083 Chironomidae sp. water mite diet isolate 2083-BHL072216-GBD9789_9024-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

TTGTGGCAGACTTATTGGTGATGATCAAATTTATAATGTTATTGTTACGGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2084 Chironominae sp. water mite diet isolate 2084-BHL072216-GBD11072_15823-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTGCCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2085 Chironomidae sp. water mite diet isolate 2085-BHL072216-GBD9017_23349-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAGTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTCATAGT

AATACCTATTTTAATTGGTGGCTTTGGTAATTGGCTGTTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGCTGGAAGGGCAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2086 Chironomidae sp. water mite diet isolate 2086-BHL072216-GBD2382_11485-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCCTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR647156, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2087 Chironomidae sp. water mite diet isolate 2087-BHL072216-GBD13871_19001-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACCTATTCGAGCTGAATTAG

GGCAGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTC

ATAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCT

CGAATAAATAATATAAGATTCTGATTACTCCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2089 Sididae sp. water mite diet isolate 2089-BHL072216-GBD22699_17045-Lq68 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGGATTAGGTCATC

CTGGAACATTTATTGGTGATGACCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTTAT

GCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTAAA

CAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2090 Polyphemus sp. water mite diet isolate 2090-BHL072216-GBD19637_4896-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAAGAATTCTCATTCGTGCTGAATTAGGACAAGCAGGAAGATTAATTGGTGATGATCAAATTTATAACGTAATTGTAAC

TGCCCATGCTTTTGTTATAATTTTTTTTATAGTGACGCCTATTATAATTGGGGGGTTTGGTAATTGACTTGTTCCTCTAATG

TTAGGAGCTCCTGATATGGCTTTTCCTCGGTTAAATAATTTAAGTTTCTGATTCCTTCCTCCTGCTTTAACTCTTCTCTTAG

TTGGGGGGGGCTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID GQ406859, identified in GenBank 

as Polyphemus pediculus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL2091 Chironominae sp. water mite diet isolate 2091-BHL072216-GBD10729_24530-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCTACCT

GGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTAATA

CCTATTCTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATAAA

TAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2092 Chironomidae sp. water mite diet isolate 2092-BHL072216-GBD22344_22090-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTG--

GAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID KM993864, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2094 Coenagrionidae sp.  water mite diet isolate 2094-BHL072216-GBD17857_27667-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATACCTAATGTTTGGTGCATGAGCAGGTATAGTAGGTACTGCACTAAGTATATTAATTCGAGTTGAGTTAGGCC

AACCTGGATCATTAATTGGGGATCATCAAATTTACAACGTAGTAGTAACTGCACATGCGTTTGTAATAATTTTTTTTTATA

GTTATGCCAATTATAATTGGTGGTTTTGGAAATTGATTAGTACCTCTAATACTAGGAGCCCCAGATATAGCTTTCCCTCG

ATTAAATAACATAAGATTCTGACTTCTACCCCCATCGTTAACCCTTCTACTAGCAAGCAGATTAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR148702, identified in GenBank as 

Coenagrionidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2095 Tanytarsus sp. water mite diet isolate 2095-BHL072216-GBD4977_15579-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGACCGGAATTAGGTCATCCT

GTAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGCTTTGGAAATTGATTATTGTCTCTTATACTCGGGGCTCCCGACATAGCCTTTCCTCGAATAAAT

AACATGAGATTCTGATTGCTTCCCCCATCTATTTCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR966081, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2102 Chironominae sp. water mite diet isolate 2102-BHL072216-GBD11625_17018-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATC

CTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2103 Chironomidae sp.  water mite diet isolate 2103-BHL072216-GBD4647_11419-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTCATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATTTTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTAGCCCCCATCATTAACTTTATAATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2107 Chironominae sp. water mite diet isolate 2107-BHL072216-GBD26117_15661-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGG

TCGACCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATGATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2108 Chironomidae sp.  water mite diet isolate 2108-BHL072216-GBD13559_12528-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCAC

CCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGTTA

TACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATGAGATTTTGATTACTTCCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR636712, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2110 Chironominae sp. water mite diet isolate 2110-BHL072216-GBD23820_21037-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTTGGCGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGG

CAGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTTATA

GTTATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATACAGCTTTTCCACGA

ATAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR286005, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2115 Chironominae sp. water mite diet isolate 2115-BHL072216-GBD14867_18124-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATCCTGG

AACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAATACC

TATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAATAAATA

ATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KR285347, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2116 Chironomidae sp.  water mite diet isolate 2116-BHL072216-GBD14517_16073-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAAATAGTAGGCACTTCTTTAAGAATTTTATTTCGACTAGAATTAGGAC

ACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTGCATTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2119 Dicrotendipes sp. water mite diet isolate 2119-BHL072216-GBD4518_13823-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

CCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2120 Paratanytarsus sp.  water mite diet isolate 2120-BHL072216-GBD15843_12447-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGTTTTGGGTATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTTCCCCGTATA

AATAACATAAGATTTTGATTACGTCCCCCATCTTTAACCCATCTTCAATCAAGAAGATTAGTGGAAAATGGAGCAGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2121 Chironomidae sp. water mite diet isolate 2121-BHL072216-GBD12757_16253-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTT

TAAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCA---

GTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2122 Diptera sp. water mite diet isolate 2122-BHL072216-GBD9509_14331-Lq68 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCTTATACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGTATA

TTAATCCGTGCAGAATTAGGACACCCGGGAACTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGC

ATTTATTATAATTTTTTTTTATAGTAATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGC

TCCTGATATAGCTTTCCCTCGAATAAATAATATAAGTTTTTGATTATAGCCACCTTCTCTTACCTTATTACTTTCAAGTTCA

ATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID GQ409325, identified in GenBank 

as Eutrichota paratunicata. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL2127 Diaphanosoma sp. water mite diet isolate 2127-BHL072216-GBD12729_18408-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGTACAGTCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCTTTTAATACTAGGTGCCCCTGATATGGCATTTCCTCGTTTA

AACAATTTACGGTTTTGAATATTACACCCCTTCTTTAACACGGCGTTTGGTTGGAAGGGCAGTTGAAAACGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2128 Chironominae sp. water mite diet isolate 2128-BHL072216-GBD22814_18056-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTTATGGT

TATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KR285347, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2130 Psectrocladius sp.  water mite diet isolate 2130-BHL072216-GBD19006_28072-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTCATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTAAATTGGAGGTTTTGGAAATTGATTAGTCCCATTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2132 Dicrotendipes sp. water mite diet isolate 2132-BHL072216-GBD13566_10803-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGCAGGAACTCCTTTAAGAATATTAATCCGAACGGAATTAGGTCATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGAATA

AATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR746632, identified in GenBank as 

Dicrotendipes modestus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL2136 Dicrotendipes sp. water mite diet isolate 2136-BHL072216-GBD2244_12719-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTAAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTAATTGTAACTGCACATGCTTTTGTTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGA

ATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR746632, identified in GenBank as 

Dicrotendipes modestus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL2141 Chironomidae sp. water mite diet isolate 2141-BHL072216-GBD25971_16078-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCTC

GAATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCCAGATCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2146 Chironominae sp. water mite diet isolate 2146-BHL072216-GBD8841_21993-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTACCACCATCTCT-

TACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2147 Diaphanosoma sp. water mite diet isolate 2147-BHL072216-GBD17584_21994-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACATCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTTTATA

GTTATGCCTATTCTAATTGGTGGATTTGGAAATTGGCTGGTGCCTTTAATACTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2157 Dicrotendipes sp. water mite diet isolate 2157-BHL072216-GBD21930_4584-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAACATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2159 Chironominae sp. water mite diet isolate 2159-BHL072216-GBD11966_25238-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGACGA

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGTGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2171 Diaphanosoma sp. water mite diet isolate 2171-BHL072216-GBD18844_12048-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACTGCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATCCTCATTGGTGGCTTTGGTAATTGGTTGGTGCCTTTAATACTAGTTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTAAAGGTTTTGAATATTACCCCCCTCTTTAACCCTTCTTTTGGTTGGAAGGGCAGGTGAAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2181 Dicrotendipes sp. water mite diet isolate 2181-BHL072216-GBD10386_5398-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TAATACCTATTGTAATTGGAGGCTTTGGAAATTGATTATTGCCTCTTATACTCGGGGCTCCTGACATAGCCTTTCCTCGAA

TAGATAACATGAGAGTCTGATTGCTTCCCCCATCTATTCCTTTACTTCTTTCTAGATCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2184 Chironominae sp. water mite diet isolate 2184-BHL072216-GBD4877_10743-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCGGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGA

TTATGCCTATTTTAATTGGAGGATTTGGAAATTGTCTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGAACAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR285347, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2186 Cricotopus sp.  water mite diet isolate 2186-BHL072216-GBD25605_13250-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGTAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTATGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGAAATTGAATATTACCACCTTCTTTAACATTATAATTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2188 Dicrotendipes sp.  water mite diet isolate 2188-BHL072216-GBD14548_25102-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTAGAGCTCGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGATCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATACAAGTTTCTGACTATTACCTCCTTCTCTAACCCCTTCTTCTTTCTAGAACAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2189 Megaselia sp. water mite diet isolate 2189-BHL072216-GBD21213_14188-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATGTTAATCCGAACGGAATTAGGTCATCCTGG

AACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAATACC

TATCTTAATTGGGGGATTTGGAAATTGACTTTTACCATTAATGCTTGGAGCACCAGATATAGCTTTCCCCCGAATGAATA

ATATAAGTTTTTGACTTCTTCCCCCATCTTTAACCCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KX774883, identified in GenBank as 

Megaselia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2196 Diaphanosoma sp. water mite diet isolate 2196-BHL072216-GBD24260_11678-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTCGATCGGGGATAGTAGGTACTTCTCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2219 Chironomidae sp. water mite diet isolate 2219-BHL072216-GBD9574_11430-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCCGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAGGAC

GACCTGGAACTTTTATTGGAGATGACTAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTTATGG

TTATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGA

ATAAATAATATAAGTTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGATCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KP037822, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2220 Diaphanosoma sp. water mite diet isolate 2220-BHL072216-GBD7382_16302-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCCCTAAGTATCCTTATTCGAGCTGAATTAGGGCAG

TGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATTCTTTTGTTATAATTTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTGTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2221 Sididae sp. water mite diet isolate 2221-BHL072216-GBD18770_8964-Lq68 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAAATAGGGCA

TCCTGGAACTTTAATTGGTGACGACAAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTT

ATGCCTATTCTCATTGGTGGCTTTGGTAATTAGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTCTA

AACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTCTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2227 Chironominae sp. water mite diet isolate 2227-BHL072216-GBD11397_6491-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTACTTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTCTTGTAACAGCTCATTCTTTTATTATAATTTTTTTCCA

TAGTTATACCCATTTTAATTTGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAGATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTGCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2233 Chironomidae sp. water mite diet isolate 2233-BHL072216-GBD5342_19975-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCATGATCCGGAATAGTAGGAACTTCTTTAAGTGTTTTAATTCGAGCTGAATTAGG

GCATCCTGGAGCTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTATTATAATTTTTTTTAA

TAGTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCG

CGAATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2256 Diaphanosoma sp. water mite diet isolate 2256-BHL072216-GBD21461_15687-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGG

CAGTGTGGCAGATTTATTGGTGATGACCAATTTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTCTCATTGGAGGCTTTGGAAATTGGTTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCGCGTT

TAAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2266 Tanytarsus sp. water mite diet isolate 2266-BHL072216-GBD16630_15070-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCAC

CCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTATTGCCTCTTATACTCGGGGCTCCCGACATAGCCTTTCCTCGAATA

AATAACATGAGATTCTGATTGCTTCCCCCATCTATTTCTTTACTTCTTTCTAAATCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR966081, identified in GenBank as 

Tanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2268 Paratanytarsus sp.  water mite diet isolate 2268-BHL072216-GBD8653_18062-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTATAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGGCAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATTTAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTACCACCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTAGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2269 Chironomidae sp. water mite diet isolate 2269-BHL072216-GBD7328_20566-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGATTCTTGCCATTAATACTAGAAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCAATAACATTATTTTTATCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2275 Diaphanosoma sp. water mite diet isolate 2275-BHL072216-GBD20605_8017-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGAATAGTTGGAACATCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

CTGTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTAGCCGCTCATGCTTTTGTTATAATTTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGACTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACCCTTCTTCTGGCTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2303 Chironomidae sp. water mite diet isolate 2303-BHL072216-GBD13953_14621-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAGCAGAATTAG

GACGACCTGGAACTTTTAATTGGTGACGACCAAATTTATAATGTAGTCGTTACAGCACATGCTTTTGTTATAATTTTTTTT

ATAGTTATACCTATTTTAGTTGGGGGATTTGGTAATTGATTAGTACCATTAATATTAGGGGCTCCTGATATGGCTTTCCCT

CGAATAAATAATATAAGTTTTTGATTACTTCCCCCCTCATTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR285631, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2322 Diaphanosoma sp. water mite diet isolate 2322-BHL072216-GBD8605_22830-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAATTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTATATTGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGTTA

TGCTTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTTTAA

ACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTAGGTTGGAAGGGCAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2338 Megaselia sp. water mite diet isolate 2338-BHL072216-GBD14993_28869-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTCGGAGCTTGATCTGGAATAGTCGGAACTTCTTTAAGTATATTAATCCGTGCAGAATTAGGACACCCGGG

TACTTTAATCGGAGATGATCAAATTTATAATGTTATTGTTACTGCTCATGCATTTATTATAATTTTTTTTTATAGTAATACC

TATCTTAATTGGGGGATTTGGAAATTGACTTTTACCATTAATGCTTGGAGCACCAGATATAGCTTTCCCCCGAATGAATA

ATATAAGTTTTTGACTTCTTCCCCCATCTCTAACCCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KX774883, identified in GenBank as 

Megaselia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2340 Chironomidae sp. water mite diet isolate 2340-BHL072216-GBD27732_18284-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGT

ATACTTATTCGAGCTGAATTAGGGCAGTGTGCCAGA--CTT--

ATTGGTGATGACTAAATTTATAATGTTATTGTAACCGCTCACGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAA

TTGGTGGATTTGGTAATTGACTAGTACCCCTTATACTAGGAGCCCCAGATATAGCATTTCCACGAATAAATAATATAAGA

TTTTGACTACTACCCCCTGCTTTAACCTTACTATTATCTAGCTCTATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID KP954637, identified in GenBank as 

Ablabesmyia annulata. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2345 Chironomidae sp. water mite diet isolate 2345-BHL072216-GBD13651_22294-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAG

CAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATA

ATTTTCTTCATAGTTATGCCTATTTTAATTGGGGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCACCAGATATG

GCTCTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCACCTTCTTTAACTCGCTGACGTTCTAGATAAATTGTCGAA

AAGGGAGCGGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.6% 

identical to accession ID JF412118, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL2356 Diptera sp. water mite diet isolate 2356-BHL072216-GBD18513_11483-Lq68 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATG

CTTATTCGAGCAGAATTAGGACGACCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACAGCTCACGC

TTTTATCATAATTTTCTTCATAGTTATGCCTATTTTAATTGGAGGCTTTGGGAATTGATTAGTTCCCCTTATATTAGGAGCA

CCAGATATGGCTTTCCCGCGAATAAATAATATAAGCTTCTGACTTCTTCCCCCCTTCTTTAACTCTTCTTTTGGTTGGAAG

GGCAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID KX356038, identified in GenBank as 

Pressatia choti. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2357 Diaphanosoma sp. water mite diet isolate 2357-BHL072216-GBD9391_18387-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAAATTTTTTTTATA

GTTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTTGTTCCTTTAAAACTAGGTGCCCCTGAAATTGCTTTTCCCCCG

TTAAACAATTTTAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID LC060042, identified in GenBank as 

Diaphanosoma sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2404 Diaphanosoma sp. water mite diet isolate 2404-BHL072216-GBD18658_12643-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACTTCCCTAAGTATACTTATTCGAGCTGAATTAGGGG

ATTGTGGCAGTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTTATAG

TTATGCCTATTTTAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATATTAGGTGCCCCTGATATGGCTTTTCCTCGTT

TAAACAATATAAGGTTTTGAGTATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2421 Chironomidae sp.  water mite diet isolate 2421-BHL072216-GBD18863_12926-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGGATAGTTGGAACTTCTTTAAGAATCTTAATTCGAGCTGAATTAGGTCA

TGCAGGCTCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTATCAAGTTCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2437 Chironomidae sp. water mite diet isolate 2437-BHL072216-GBD17546_21647-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATAAAGATATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGA

GCAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCAT

AATTTTTTTCATAGTTATGCCTATTTTAATTGGGGGGTTTGGGAATTGATTAGTTCCCCTTATATTAGGATCACCAGATAT

GGCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCCTCTTTAACCCCCTTACCTTCCAGATCAATTGTCGA

AAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID DQ648215, identified in GenBank 

as Kiefferulus brevibucca. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL2439 Chironominae sp.  water mite diet isolate 2439-BHL072216-GBD27316_21523-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTCAAGAATTCTAATTCGAGCAGAATTAAT

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTGCTTTATCTCTTCTTCTTTCTAGTTCTATTGTATAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2440 Diptera sp. water mite diet isolate 2440-BHL072216-GBD7754_11100-Lq68 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTATATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAA

TTTTAATTCGTGCTGAACTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCAT

GCATTTGTAATAATTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGA

GCTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGTAAGAA

GTATAGTAGAGAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID MG566056, identified in GenBank 

as Bactrocera limbifera. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2443 Annelida sp. water mite diet isolate 2443-BHL072216-GBD15191_12612-Lq68 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACGCTTTATCTTATTTTCGGTGTTTGAGCTGGATTAACAGGAACTATAATAAGAATTCTTATTCGTTTAGAGCTCTCACAA

CCAGGAAGTTTTATAGGAAGAGATCAACTTTACAATGTTTTAGTTACTGCTCACGCCTTTTTAATAATTTTTTTTTTTAGTT

ATACCTGTTTTTATTGGAGGGTTTGGAAACTGACTTTTACCTTTAATAATTGGAGCCCCAGATATAGCTTTTCCTCGCCTT

AATAATTTAAGATTCTGATTTCTTCCCCCTTCTTTAATGTTACTTTTATTTTCTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 83.8% 

identical to accession ID HQ691224, identified in GenBank 

as Aeolosoma sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2451 Diaphanosoma sp. water mite diet isolate 2451-BHL072216-GBD26136_6745-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTAAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTT

TAAACAACTTAAGGTTGAGAATATGACCCCCTACGTTAACACATCATTAGGTTGGAAGGGCAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2465 Chironomidae sp. water mite diet isolate 2465-BHL072216-GBD11417_3201-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGAGTATGGTCTGGTATAGTAGGGACCGCTCTTAGTATATTAATTCGAGCAGAGTTAGGCCAATG

TGGTAGCCTTATTGGGGACGATCAAATCTACAATGTTATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2477 Orthocladiinae sp. water mite diet isolate 2477-BHL072216-GBD26049_11051-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCTAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGGTTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATGATCAAGAACAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2478 Diaphanosoma sp. water mite diet isolate 2478-BHL072216-GBD23747_17223-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGTAACATCCCTAAGTATACTTATTCGAGCTGAATTAGGGCA

GTGTGGCAGACTTATTGGTGATGACCATATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTGTGGTAATTGGCTGGTGCCTTTAATACTATGTGCCCCTGATATGGCTTTTCCTCGTAT

AAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTAGTTGGAAGGGCAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2501 Chironomidae sp. water mite diet isolate 2501-BHL072216-GBD18919_19557-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGCACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTCGGAACTTCTTTAAGCATGCTTATTCGAG

CAGAATTAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCACGCTTTTATCATA

ATTTTCTTCATAGTTATGCCTATTTTAATTGGGGTCTTTGGGAATTGATTAGTTCCCCTAATATTAGGAGCACCAGATACG

GCTTTCCCGCGAATAAACAATATAAGCTTCTGACTTCTTCCCCCTTCTGTAACTCACTTACTTTCTAGATAAATTGTCGAA

AATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID JF412118, identified in GenBank as 

Glyptotendipes tokunagai. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL2505 Tanypodinae sp. water mite diet isolate 2505-BHL072216-GBD13194_28315-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGT

ATACTTATTCGAGCAGAATTAGGTCGACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCA

TGCTTTTATTATAATTTTTTTTTATAGTAATACCTATTTTAATTGGTGGATTTGGTAATTGACTAGTACCCCTTATACTAGG

AGCCCCAGATATAGCATTTCCACGAATAAATAATATAAGATTTTGACTACTACCCCCTTCTTTAACCTTACTATTATCTAG

CTCTATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR775767, identified in GenBank as 

Tanypodinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2511 Chironominae sp.  water mite diet isolate 2511-BHL072216-GBD8468_22129-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATCTTTTATTTTTGGAGCTTGATCAGGTATATTAGGAACTTCTTTATGAATATTAATCCGAACGTAATGAGGTCA

TCCTGGAACATTTATTGGTGATGACTAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATCTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGCGC

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2520 Paleoptera sp. water mite diet isolate 2520-BHL072216-GBD22890_12496-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATACCTAATGTTTGGTGCATGAGCAGGTATAGTAGGTACTGCACTAAGTATATTAATTCGAGTTGAGTTAGGCC

AACCTGGATCATTAATTGGGGATGATCAAATTTACAGCGTAGTAGTAACTGCACATGCGTTTGTAATAATTTTTTTTATA

GTTATGCCAATTATAATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGT

TAAAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID KR148702, identified in GenBank as 

Coenagrionidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2549 Diaphanosoma sp. water mite diet isolate 2549-BHL072216-GBD12299_12948-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACCGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTCGTTATAATTTTTTTTTATA

GTTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGT

TTAAACAATATAAGGTTTTGAATATGACCCCCTTCTTCAACACTTCATTAAGATGGAAGGGCAGTTGAAAATGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2579 Diaphanosoma sp. water mite diet isolate 2579-BHL072216-GBD25575_10523-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCAGGGATAGTTGGAACAGCTCTAAGTATATTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGATTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTTATAG

TTATGCCTATTCTAATTGGAGGTTTTGGAAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTT

TAAACAATTTAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTGGCTGGAAGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2591 Diaphanosoma sp. water mite diet isolate 2591-BHL072216-GBD12879_23475-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATATTTATTCGAGTTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGAACAAATTTATAATGTTATTGTAACCGCTCATGCTTTTTTTATAATTTTTTTTTATAG

TAATGCCTATTCTCATTGGTGGCTTTGGTAATTGGTTGGTGCCTTTAATACTGGGTGCCCCTGATATGGCATTTCCTCGTT

TAAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2611 Diaphanosoma sp. water mite diet isolate 2611-BHL072216-GBD23303_24607-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATATTAGGTGCCCCTGATATGGCTTTTCCTCGTCT

AAACAATATAAGATTTTGAATATTACCCCCTTCTTAAACTCTACTTTTAGCTGGAAGGACAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2624 Chironominae sp. water mite diet isolate 2624-BHL072216-GBD7786_15990-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACTTCATTTAGTATATTAATTCGAGCAGAATTAGGTC

ACCCTGGGACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATCCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTACTACCCCCTTCTTTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2644 Diaphanosoma sp. water mite diet isolate 2644-BHL072216-GBD29197_13847-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGGGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGTT

AAAACAATTTAAGGGTTTGAATATTACCCCCAACTTCAACTTATCTATTGGTTGGAAGGGCAGTTGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2658 Diaphanosoma sp. water mite diet isolate 2658-BHL072216-GBD16830_26280-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGCTTGGTCCGGGATAGTTGGAACATCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

ATCGTAGGAGAATTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTTATAG

TTATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCTCGAT

TAAACAATATAAGGTTTTGAATATTACCCCCTTCTTTAACTCTACTTTTGGTTGGAAGGGCAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2663 Chironomidae sp.  water mite diet isolate 2663-BHL072216-GBD27852_8571-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGGATAGTAGGTACTTCTCTAAGAATCTTAATTCGAGCTTAATTCGGTCAT

GCTGGTTCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGATTATTTCCACCTTCTCTAACCTTATTACTATCAAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2688 Chironomidae sp. water mite diet isolate 2688-BHL072216-GBD20395_2453-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACCTCTTTAAGAATATTAATCCGAACTGAATTAGGTCATG

CTGGATAATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTAATGCTTTTGTAATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGAGTGTTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAAA

TAATATAAGTTTTTGATTATTACCTCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2690 Chironominae sp. water mite diet isolate 2690-BHL072216-GBD27701_20147-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAGCGGAATTAGGTCATCCT

GGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAAATA

ATATAAGATTCTGATTACTTCCCCCTTCTTAAACACTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2692 Chironomidae sp. water mite diet isolate 2692-BHL072216-GBD23277_23323-Lq68 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATAGTTTATTTTTGGAGTTTGGTCCGGTGATAGTAGTTACTTCTCTAAGAATCTTAATTCGAGCTGAATTAGGTCA

TGCTGGATCATTAATTGGTGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAAGGTTTGGAAACTGATTAGTTCCTTAAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCTCCTTCTCCTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGGCGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM992869, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2696 Chironominae sp. water mite diet isolate 2696-BHL032417-GBD8893_26871-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTTTTTTTAT

AGTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACG

AATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTGCTTTCAAGAAGGATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2697 Chironomus riparius water mite diet isolate 2697-BHL032417-GBD17851_25217-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATATATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTT

CCTCGACTAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTTCATTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2699 Chironominae sp. water mite diet isolate 2699-BHL032417-GBD10219_9288-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATCCGAACGGAATTAG

GTCTTCCTGGAACATTTATTGGTGATAACCAAATTTATAATGTAATTGTTACTACTCATGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGAATTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTATTCCACG

AATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACGTACAAAAAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2700 Chironomus riparius water mite diet isolate 2700-BHL032417-GBD7908_8567-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAAAAGTGGAAACTTCATTAAGAATGCTTATTCGTGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2701 Paratanytarsus sp.  water mite diet isolate 2701-BHL032417-GBD18841_12655-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGAAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGT

ATAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2704 Chironominae sp. water mite diet isolate 2704-BHL032417-GBD11028_2888-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTTTTTAAGAATATTAATCCGAACGGAATTAGG

TCATCCCGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGTTTTTATTATAATTTTTTTTTAT

AGTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACG

AATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2705 Chironominae sp. water mite diet isolate 2705-BHL032417-GBD3242_20451-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTTTTTTATTGGAGTTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CCTCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAGTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2706 Chironominae sp. water mite diet isolate 2706-BHL032417-GBD6755_13212-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTTAGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGATTATTATTCCGAACGGAATTAGG

TCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCCGATAGGGCTTTTCCACG

AATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2710 Mucor sp. water mite diet isolate 2710-BHL032417-GBD7588_5868-Ldc30 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACTTTATATATCATCTTCTCTATTTTTGCGGGTATGATTGGTACTGCTTTTTCTATGT

TAATTAGACTATAATTAGCTGGTCCTGGAATTCAATATCTTCATGGTGATCATCAATTATATAATGTAATTGTAACTGCTC

ACGCATTTGTAATGATTTTCTTCTTAGTAATGCCTGCAATGATTGGAGGTTTTGGTAACTGGTTTGTTCCTTTAATGATTT

GGAGCTCCTGATATGGCCTTCCCTCGATTAAATAATATTTCATTCTGGTTATTACCACCTTCTTTAATTCTTTTAGTAGCTA

GTGCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR809877, identified in GenBank as 

Mucor circinelloides f. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2712 Chironomus sp. water mite diet isolate 2712-BHL032417-GBD12790_11366-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGACTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAACT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGATATGGCTTTTC

CACGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2713 Chironominae sp.  water mite diet isolate 2713-BHL032417-GBD29304_13393-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTATTTGGTGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATGTTAATCCGAACGGAATTAGGT

CATCCTGTAACATTTATTGGTGATTACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTATAAAATGGGGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2715 Chironominae sp. water mite diet isolate 2715-BHL032417-GBD26944_9847-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGAAGGCACTTCTTTAAAAATATTAATCCGAACGTAATTAGGTC

ATCCTGTAACATTTATTGGTTATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATCCCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAACCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACGTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2716 Chironominae sp. water mite diet isolate 2716-BHL032417-GBD15188_8635-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGTAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGCATATTAATCCGAACGGAATTAAGTC

ATCCTGTAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTATCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2717 Chironominae sp. water mite diet isolate 2717-BHL032417-GBD15058_22745-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACA

CCCTTGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATGATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTACTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2718 Psectrocladius sp. water mite diet isolate 2718-BHL032417-GBD22809_13132-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGGTGATCAAATTTTTAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTATTACCAACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2719 Chironominae sp. water mite diet isolate 2719-BHL032417-GBD25739_21939-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGATCTTGATCAGTTATAGTAGGAACTTCTTTAAGAATATTAATCCGACCGGAATTAGGTCA

TCCTGGAACTTTTATTGGAGATGACCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAGGAAGAATAGTAGAAAATGGAACTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2720 Chironominae sp. water mite diet isolate 2720-BHL032417-GBD21502_27260-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGTGCTTGATCAGGTATAGTCGGAACTTCTTTAAGTATATTACTCCGAACGGCCTTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTGTAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCTTGATATGGCTTTTCCACGAAT

AAAAAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2721 Chironomidae sp. water mite diet isolate 2721-BHL032417-GBD3327_19124-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AATCATAAAGATATTGGTTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAAT

CCGAACGGAATTAGGTCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTAT

TATAATTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCTCTAATGCTTGGAGCACCTGA

CATAGCTTTTCCTCGAATAAATAGTATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAG

AAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID KP697593, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2722 Chironominae sp. water mite diet isolate 2722-BHL032417-GBD24442_11200-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTCTTGGAGCTTGATCGGGTATAGTGGGAACTTCTTTAAGAATATTATTCAGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACAAAATTTATAATGTAATTGTTACTGCTTATGCTTTTATTATAATTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2723 Psectrocladius sp. water mite diet isolate 2723-BHL032417-GBD11031_20896-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCAGTAACATTACTATTATCTAGCTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2724 Chironomus sp. water mite diet isolate 2724-BHL032417-GBD20289_5609-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTTTTTTGGAGCTTGATCAGGTATAATAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATCCTGGAACA

TTTATTGGTGATGACCAAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGTTATACCAATTT

TAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATA

AGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR756187, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2725 Chironominae sp. water mite diet isolate 2725-BHL032417-GBD19802_8132-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGAGCTTGATCCGGTATAGGAGGAACTTCTTTAAGAATTTTAATCCGAACGGGATTAGGT

CATCCTTGAACATTTATTGATGATGACCGAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2726 Drosophila sp. water mite diet isolate 2726-BHL032417-GBD15783_3392-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAAT

GCTTATTCGAGCAAAATTAGGACGACCCT-

GAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACCGCACATGCTTTTATTATAATTTTTTTTATAGTAATACC

TATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCCTGATATGGCTTTTCCACGAATAAATA

ATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAAAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID AY750090, identified in GenBank as 

Drosophila lacertosa. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2727 Chironominae sp. water mite diet isolate 2727-BHL032417-GBD10914_12488-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTATATTTTTTTTTTTTGGTACTTGATCAGGTCTAGTAGGAACTTCTTTAAGAATATTAATCCGAATGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATATTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2728 Paratanytarsus sp. water mite diet isolate 2728-BHL032417-GBD20748_9296-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2729 Paratanytarsus sp. water mite diet isolate 2729-BHL032417-GBD16278_26655-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAAATTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCTCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTGACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2730 Chironominae sp. water mite diet isolate 2730-BHL032417-GBD17162_8606-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTTTGGAGCTTGATCAGGTATATTAGGAACTTCTTTAAGAATATTAATTAGAACGGAATTAG

GTCATCCTTGAACATTTATTGGTGATTACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2731 Chironominae sp.  water mite diet isolate 2731-BHL032417-GBD19515_22704-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTTATCCGAACGGAATTAGGTC

ATCCTGGAACATTTTTTGGTTATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2732 Chironominae sp. water mite diet isolate 2732-BHL032417-GBD7539_5448-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTTATTCGAACGGAATTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCCATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATAAGGCTTTTCCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATCACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2733 Chironominae sp. water mite diet isolate 2733-BHL032417-GBD22826_8472-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTGATTAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATCCTGGAACATTT

ATTGGTTATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATAGTAATACCTATTTTA

ATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTCTCCACGAATAAATAATATAAT

ATTTTGATTATAACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2734 Chironominae sp.  water mite diet isolate 2734-BHL032417-GBD14651_2535-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTTTGGAGATTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAAGCCGAACGGAATTAGGTC

ATCCTGTAACATTTATTGGTGATGACCATATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATTATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2735 Chironomus riparius water mite diet isolate 2735-BHL032417-GBD20866_27144-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAAGCTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTGGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2736 Chironominae sp. water mite diet isolate 2736-BHL032417-GBD20656_4300-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGTTTGCTCAGGTATAGTAGGAACTTTTTTAAGAATATTAATTCGAACGGAATTAGGTC

ATCCTGGAATATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AACACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCTACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACGTTCAAGAAGAAAAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2737 Chironominae sp.  water mite diet isolate 2737-BHL032417-GBD24575_22019-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TACTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAACCCCTGATATGGCTTTTTCCACCGAA

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAAGGGAGCTGGAA

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2738 Chironominae sp. water mite diet isolate 2738-BHL032417-GBD12170_24139-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTATGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGATTTTATAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTACTACCACTAATATTAGGAGCCCATGATATGGCCTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAAAAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2739 Chironomus sp. water mite diet isolate 2739-BHL032417-GBD25788_20215-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCAATAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTATTACTTGGAGCACCTGACATAGCTTTTC

CTCGATTAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2740 Chironominae sp. water mite diet isolate 2740-BHL032417-GBD25716_21685-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGGATTTCTTTAAGTATATTAATCCGAACGGAATTAG

GGCATCCTGGAACATTTATTGGTGATGAATAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTAT

AGTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACG

AATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2741 Chironominae sp. water mite diet isolate 2741-BHL032417-GBD24312_5895-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGGATAGTAGGAGCTTCTTTAAGAATATTAATGCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACAAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGTAGGATTTGGAAATTGGTAATTACCACTAATATTAGGAGCCCCTGGTATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2742 Chironominae sp. water mite diet isolate 2742-BHL032417-GBD14660_17483-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATTGTAGGGACTTCTTTTAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTATTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTACTACCACTAATAGTAGGAGGCCCTGATATGGATTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATCACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2743 Chironominae sp. water mite diet isolate 2743-BHL032417-GBD14888_3947-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGGAGCTTGAGCAGGAATAGAAGGAACTTCTTTAAGAATATTAATCCGAAGGGAATAAGGT

CATCCTGGAACATTTATTGGTGATGACCAATTTAATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGTAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2744 Chironominae sp.  water mite diet isolate 2744-BHL032417-GBD24156_18581-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCATGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAATGGAATTAGGTCA

TCCTGGAACATTTATTGGTAATGACCAAATTTATAACGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTAGTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCATGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2745 Chironominae sp. water mite diet isolate 2745-BHL032417-GBD9820_23939-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATATTATTTTTGGGACTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAACTAGGACGACCC

GGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAAT

AATATAAGATTTTGATTATTACCACCATCTCGTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2747 Chironominae sp. water mite diet isolate 2747-BHL032417-GBD6681_19387-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGAACCTGATATGGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTAACAACATCTCTTACTTGATTACGTACAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2748 Chironominae sp. water mite diet isolate 2748-BHL032417-GBD15504_21674-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTTGTGATGACCAAATATATAATGTAATTGTTACTGCTAATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAAGATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCCCTTACTTTATTACTTTCAAGAAGATTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2749 Chironominae sp. water mite diet isolate 2749-BHL032417-GBD15227_11846-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGCTCGGGTATAATAGGAATTTCTTTAAAAATATTATTCCGCACGGAATTAGGTC

ACCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGTTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAACAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2750 Paratanytarsus sp.  water mite diet isolate 2750-BHL032417-GBD20102_3580-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAATAGAATAGCGGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2751 Chironomus sp. water mite diet isolate 2751-BHL032417-GBD7252_5887-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTTAGTATG

CTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCCCAAG

CATTTATTATAATTTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGG

CCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAG

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2752 Chironominae sp. water mite diet isolate 2752-BHL032417-GBD19583_25786-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGAGCTTGATCAGGTATAGTAGGAACTTCTTTAATAATATTAATCCGAACGGAATTATGTC

ATCCTGTAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGATCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTAGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGATTTTCCACGAAT

AAAAAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2753 Drosophila sp. water mite diet isolate 2753-BHL032417-GBD9954_3008-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATACAGATATTGGAACTTTATATATTATTTTTGGGACTTGATCCGGAATAGTGGGAACTTCATTCAGAAT

GCTTATTCGAGCAGAACTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATG

CTTTTATTATAACTTTTTTCATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGC

CCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTAACACCATTCTCTTACTTTATTACGTTCAAGAAG

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID AY750090, identified in GenBank as 

Drosophila lacertosa. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2754 Chironominae sp. water mite diet isolate 2754-BHL032417-GBD8003_19861-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGGGCTTGATCAGGTATAGTAGGAACTTCTTTATGAATATTAATCCGCACGGGATTAGGTC

ATCCTGTAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATATTATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2755 Chironominae sp. water mite diet isolate 2755-BHL032417-GBD11408_27615-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGCTCAGATATATTAAGAACTTCTTTAAAAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTGTAGTA

ATACCTATTTTAACTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2756 Chironominae sp. water mite diet isolate 2756-BHL032417-GBD15834_12822-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGTGTTTGATCAGGTATATTCGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGATCATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACAATCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2757 Chironominae sp. water mite diet isolate 2757-BHL032417-GBD24039_16447-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGACATC

CTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAAAATAAGATTTTGATTATAACCACCATCTCTTACTTTATTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2758 Chironominae sp. water mite diet isolate 2758-BHL032417-GBD23230_12627-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACAGAATGAGGTC

ATCCTGTAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTATGAGACCCTGATATGACTTGTCCACGAAT

AAATAATATAAGATTTTGATTATGACCACCATCTCTTACTTTATTACTTTCAAGAAAAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2759 Chironominae sp. water mite diet isolate 2759-BHL032417-GBD26873_18518-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCATTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACAATCTAGACGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2760 Chironominae sp.  water mite diet isolate 2760-BHL032417-GBD5654_7316-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTCTTTTATAG

TGATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTTCACGAA

TAAATAATATAAGATTTTGATTATTACTACCATCTCTTACTTTATTACTTTCAAGAAGATTAGTATAAAATGGCGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2761 Chironominae sp. water mite diet isolate 2761-BHL032417-GBD12077_23079-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGCGACTGATAATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCTCCTGATATGGCTTTTCCACGAAT

AAATAATAAAAGATTTTGATTAATACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2763 Chironominae sp. water mite diet isolate 2763-BHL032417-GBD9311_3390-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGCGCTTGATCCGGTATTGTATGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAACGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTCTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2764 Chironominae sp. water mite diet isolate 2764-BHL032417-GBD10408_19522-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATTATAGGAACTTCTTTAATAATATTATTCCGTACGGTATTAGGTC

ATCCTGTAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2765 Chironominae sp. water mite diet isolate 2765-BHL032417-GBD11274_15411-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCTTTTTTTTGGAGCTTGCTCAGGTATAGTAGGAGCTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGTCCCTGATATGGCTTTTCCACGA

ATAAGTAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGACGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2766 Psectrocladius sp.  water mite diet isolate 2766-BHL032417-GBD10858_27189-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCA

CGCCGATTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGTGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTATTTTGATTACTTCCCCCATCATTAACTTTACTATTATCTAGCTCTCTAATTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2767 Chironominae sp. water mite diet isolate 2767-BHL032417-GBD21013_3308-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATATTAGGTACTTCTTTACGAATATTACTCCGAACGTAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTGCCACGAAT

AAATAATATAAGATTGTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAAGAGTAGAAAATGAAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2769 Chironominae sp. water mite diet isolate 2769-BHL032417-GBD22602_22141-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTCTTTTTTTGGCGCTTGATCAGGTATAGTAGGAACTTTTTTAAGTATTTTTTTCCGCACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGTTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAAGGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2771 Chironominae sp.  water mite diet isolate 2771-BHL032417-GBD14830_4565-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCAT

CCTTGAACATTTATTGGGTATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTAATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTATTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2772 Chironominae sp. water mite diet isolate 2772-BHL032417-GBD17742_16947-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTAATCAGGTATAGTAGGAACTTCTTTAAGATTTTTATTCCGAACGGAATTAGTCCT

TCCTGGAACATTTATTGGTGAAGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGTCCCTGATATGGCCTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAAAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2773 Chironominae sp. water mite diet isolate 2773-BHL032417-GBD11346_21416-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTGTTTTTGGAGATTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTAGTTATTACCACTAATATTAGTATCCCCTGATATGACCTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2774 Chironominae sp. water mite diet isolate 2774-BHL032417-GBD4870_14918-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGTTTGATCAGGTTTAGTAGGAATTTTTTTAAGAATTTTATTCCGAACGGAATTAGGTC

ATCCTGGAACTTTTATTGGTGATGACCAAATTTTTAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAATTTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2775 Chironominae sp. water mite diet isolate 2775-BHL032417-GBD4689_15904-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAACGGAATTAGGTCA

TCCTGTTTCTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2776 Chironomidae sp.  water mite diet isolate 2776-BHL032417-GBD16378_25294-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGTGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCATTCATTAACCTTACTTTAATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2777 Chironominae sp.  water mite diet isolate 2777-BHL032417-GBD15142_4248-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGGGAGCTAGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAACCCGAACGGAATTAGG

TCATCCTGCAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTAGTGCTCATGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGAATTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACG

AATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2778 Chironominae sp. water mite diet isolate 2778-BHL032417-GBD25065_15612-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTATGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGAAAAGACCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2779 Psectrocladius sp.  water mite diet isolate 2779-BHL032417-GBD14053_2374-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGGCA

CGCCGGTTCCTTAATTGGAGATTATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGATGCTTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2780 Chironominae sp. water mite diet isolate 2780-BHL032417-GBD7253_11995-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATATTAATTCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTACTACCACCATCACTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2781 Chironominae sp. water mite diet isolate 2781-BHL032417-GBD25123_25400-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCCTGCTCTGGTATAGTTGGAACTTCTTTAATATTATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAA

AAATAATATAAGAGTTTGATTAATACCACCATCTCTTACTTAATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2782 Chironominae sp. water mite diet isolate 2782-BHL032417-GBD16146_18106-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGTTCCGGTATAGTAGGAACTTCTTTTAGAATATTAATTCGAACGGAATTTGGTC

ATCCTGGAACATTTATTTGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGTCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCATCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2783 Chironominae sp. water mite diet isolate 2783-BHL032417-GBD10235_9265-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTTTGAGCTTGATCAGGTATAGTATGACCTTCTTTTAGAATATTAATCCGAACGGAATTAGG

TCATCCTTGAACATTTATTGGTTATGACCAAATTTATAATGTAATTGTTACTGGTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTATTCCACGA

ATAAATAATATAAGATTTTGATTATAACCAACATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2784 Chironominae sp. water mite diet isolate 2784-BHL032417-GBD17101_27464-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGAGCTTGGTAAGGGATAGTAGGGAATTCTTTTAGGATATTAATCCGGACGGGATTAGG

TCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACG

AATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2786 Chironominae sp. water mite diet isolate 2786-BHL032417-GBD23561_6471-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTC

ATCCTGGAACTTTTATTAGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTTTTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGAATATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2787 Chironominae sp. water mite diet isolate 2787-BHL032417-GBD6985_21606-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAAACCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAAAAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCATTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2788 Chironominae sp. water mite diet isolate 2788-BHL032417-GBD25623_23198-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGTTATACTTGTAACTTCTTTAAGAATTTTAATCCGAACGGAATTAGGTCA

TCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTAACACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGTGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2789 Cricotopus sp.  water mite diet isolate 2789-BHL032417-GBD24387_7079-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAAAATTAGGTCA

TTGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATATTTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGAACTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2790 Chironominae sp. water mite diet isolate 2790-BHL032417-GBD4845_19663-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATAATTTTTTTTTTGGAGCTTGATCAGGTTTAGTAGGAACTTCTTTAAGATACTTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGCCCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTTTATAGT

AATACCTATTTTAATTGGCGGATTTGGAAATTGGTTATTACTACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

ATATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGATGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2791 Chironominae sp. water mite diet isolate 2791-BHL032417-GBD16387_27705-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTTTTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGTTTATTACCTCTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTCCCTCCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2792 Chironominae sp.  water mite diet isolate 2792-BHL032417-GBD4530_18581-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTGTTGGAGCTTGATCAGGTTTAGTAGGAACTTCTTTAAGAATTTTAATCGGAATGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTATTTTTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2793 Chironominae sp. water mite diet isolate 2793-BHL032417-GBD21425_5958-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATATTATTCCGACCGGAATTAGG

TCATTCTTGAACATTTATTGGTGATGACCAAATTTATAATGTCATTGTTACTGCTAATGATTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACG

AATAAATAATATAAGATTTTGAATATTACCACCATCTCTTACTGTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2794 Chironominae sp. water mite diet isolate 2794-BHL032417-GBD11693_25322-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATATTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATCGGTTATTACCACTAATATTAGGAGCCCCTGAGATGGCTTTTCCACG

AATAAATAATATAAGATATTGATTATTACCACCATCTCTTACATGATTACTGTCAAGAAGTATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2795 Chironominae sp. water mite diet isolate 2795-BHL032417-GBD22721_15678-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTTTGGGCTTTATCCGGTTTTGTAGGAACTTTTTTTAGAATATTAATCCGAACGGA-

TTAGGTCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCGTGCTTTTATTATAATTTTTT

TTATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTC

CACGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2796 Chironominae sp. water mite diet isolate 2796-BHL032417-GBD26277_23679-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGATTGATCAGGTATAGTTGGAATTTCTTTAAGATTTTTAATCCGAACGGAATTAGGTTA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTTCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2797 Chironominae sp. water mite diet isolate 2797-BHL032417-GBD14046_7409-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2798 Chironomus riparius water mite diet isolate 2798-BHL032417-GBD8626_5410-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATGGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATATTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTTCTTCTTTCAAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2799 Chironominae sp. water mite diet isolate 2799-BHL032417-GBD27059_14185-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGATATAGTAGGTACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGGT

TAAATAATATAAGATTTTGATTATTACCACCAACTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2800 Chironominae sp. water mite diet isolate 2800-BHL032417-GBD8873_13614-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATGGTAGGAACTTCTTTAAGAATTTTAATTCGAACGGAACTAGGTCA

CCCTGGATCATTTATTGGTGACGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGCAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2801 Chironominae sp. water mite diet isolate 2801-BHL032417-GBD15023_2646-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGATTGATCAGATATAGTAGGAACTTCTTGAAGAATATTAATCCGAGCGGAATTAGGG

CATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2802 Chironominae sp. water mite diet isolate 2802-BHL032417-GBD16720_15071-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACTGAATTAGGTCA

TCCTGGAACATTTATTGGTAATGACCAAATTTATAATGTAATTGTTACTGCTCATGCCTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCATTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACTATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2803 Chironominae sp. water mite diet isolate 2803-BHL032417-GBD17124_25529-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATAATAATCCGAACGGAATTAGGTC

ATCCTGGTACATTTATTGGTGATGTCCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTAGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAGT

AAATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2804 Chironominae sp. water mite diet isolate 2804-BHL032417-GBD14405_11417-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGATGGAACTTCTTTTAGAATATTAATCCGGACGGAATTATGTCAT

CCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGTAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2806 Chironominae sp. water mite diet isolate 2806-BHL032417-GBD9417_20090-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGAGCTTTATCAGGGATAGGAGGAACTTCTTTTAGGATATTTATCCGAACGGGATTTGGTC

ATTCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2807 Chironominae sp. water mite diet isolate 2807-BHL032417-GBD17522_25776-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTCTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACTTCTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTAACTTGAATACGTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2808 Chironominae sp. water mite diet isolate 2808-BHL032417-GBD28836_18450-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTTCTGCTCATGCTTTTATTATAATTTTTTTTTAGAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCACGTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2809 Chironominae sp.  water mite diet isolate 2809-BHL032417-GBD26732_13690-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGTACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCGCTAATATTAGGAGCTCCTGATATGGCATTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCACTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2810 Chironominae sp. water mite diet isolate 2810-BHL032417-GBD16731_2090-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGACCAGGTATAGTAGGAATTTCTTCAAGAATATTATTCCGAACGGAATTAGGTC

ACCCTGTAACATTTAATGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2812 Chironominae sp. water mite diet isolate 2812-BHL032417-GBD17493_8926-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTTTTTGGTGATGACCAAATTTATAATGTAATTGTTACTACTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCAGCTCTTACTTTATTACTAGCAAGAAGAATAGTAGAAAATAGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2813 Chironominae sp. water mite diet isolate 2813-BHL032417-GBD2225_15098-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTTTTGGACCTTGATCAGGTTTAGTAGGAACTTCTTTAAGAATTTTAATCCGACCGGAATTG

GGTCATCCCGGAACATTTATTGGTGATGACCATATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTT-

ATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCA

CGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2816 Psectrocladius sp. water mite diet isolate 2816-BHL032417-GBD19891_23792-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTACCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCAGACATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCCAACACAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2817 Chironomus sp. water mite diet isolate 2817-BHL032417-GBD8608_12870-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTTTTTTGGAGCTTGATCCGGAATAGTGTGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACGACCCGGAACC

TTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTTCATAGTTATACCAATTC

TAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATACA

AGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KR756187, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2818 Paratanytarsus sp. water mite diet isolate 2818-BHL032417-GBD26469_17616-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTTTTTTTTGGAGCTTGCTCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGTTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2819 Chironominae sp.  water mite diet isolate 2819-BHL032417-GBD23356_10651-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATAACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATATT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCATTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTAATTACTTGCAAAAAGAATAGTAGAAAATGGAGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2821 Chironominae sp. water mite diet isolate 2821-BHL032417-GBD17101_14500-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTCTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCGGAATTAGGTCA

TCCCGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTAGTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2822 Chironomus sp. water mite diet isolate 2822-BHL032417-GBD16766_9988-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTA

GGACACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTT

ATAGTAATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2824 Chironominae sp. water mite diet isolate 2824-BHL032417-GBD4054_14485-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATATTTTTTTTTTGGAGCTTGATCAGGTATAGTTGGAACTTCTTTAAGTATATGAATCCGAACGGAATAAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTTTAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCAGCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2826 Chironominae sp. water mite diet isolate 2826-BHL032417-GBD22303_22050-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGAC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTAATGTTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTTGTTATTACCACTAATATTAGGAGGCCCTGATATGGCTTTTCCATGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2827 Chironomus riparius water mite diet isolate 2827-BHL032417-GBD12337_10613-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGATCTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGAGATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTTACCCCCCTTTCTTACTCTTCTTCTTTTTAATTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2829 Chironominae sp.  water mite diet isolate 2829-BHL032417-GBD10266_21362-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATTCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTAGAGGATTTGGAATTTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2830 Chironominae sp.  water mite diet isolate 2830-BHL032417-GBD24875_17799-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCATTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTTATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTATTACCACCAGCTCTTACATTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2831 Chironominae sp. water mite diet isolate 2831-BHL032417-GBD17821_20542-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGTAACATTTATTGGTGATGACCAAATTTATAATGGAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATTCCTATTTTAATTGGAGGATTTGGAAACTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGGTTATCACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2832 Chironominae sp. water mite diet isolate 2832-BHL032417-GBD10921_18148-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTGCTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGTTTATTACCACTAATATTAGGAGCCCATGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATAACCACCATCTCTTAATTTATTACGGTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2833 Chironominae sp. water mite diet isolate 2833-BHL032417-GBD22479_4265-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGTTATAGTAGGAAGTTCTTTAATAATATTAATCCGAACGGTATTATGTC

ATCCTTGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2834 Chironominae sp. water mite diet isolate 2834-BHL032417-GBD11612_7874-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTGAGATCATGACCACCATCGCCTACATTATTACATGCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2835 Amphichaeta raptisae water mite diet isolate 2835-BHL032417-GBD3144_15194-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACATTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCACCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL2836 Chironominae sp. water mite diet isolate 2836-BHL032417-GBD2677_12365-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGTAACTTCTTTAAGACTTTTAATCCGAACTGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTACTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATAAAAGATTTTGATTATTACCACCATCTCTTACATGATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2837 Chironominae sp. water mite diet isolate 2837-BHL032417-GBD13906_24694-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGGACTTCTTTAAGAATATTTATTCGAACGGAATTTAGGCC

ATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGTGCCCCAGATATGGCCTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2838 Psectrocladius sp.  water mite diet isolate 2838-BHL032417-GBD11188_14573-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTTAATTCGAGCAGAACTCGGTC

ACGCCGGTTCCTTAATTGGAGATAATCAAATTTATAATGTATTTGTTACCGCTCACGCTTTTGTAATATTTTTTTTTATAGT

AATACCTTTTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTCGATTACTTCCCCCGTCATTAACTTTACTATTATCGAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2842 Chironominae sp. water mite diet isolate 2842-BHL032417-GBD4751_23729-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTGTTGAGGCTTGATCAGGTATAGTAGGAACTTCTTTAGGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGTTGATGAACAAATTTATAATGTAATTGTTACTGGTCATGCTTTTATTATATTTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATAGGGCTCTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGAAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2843 Chironominae sp. water mite diet isolate 2843-BHL032417-GBD21106_26274-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGGGTTTGTTTAGGTATAGTGGGAACTTTTTTAAGAATTTTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACAACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2844 Chironomus riparius water mite diet isolate 2844-BHL032417-GBD11880_4768-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTAATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGGCCCCTTATTACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTCCCCCCCCTCTCGTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2845 Chironominae sp. water mite diet isolate 2845-BHL032417-GBD16430_17290-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAGCAGAATTCGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCTCTAATATTAGGAGCCCATGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2846 Chironomidae sp.  water mite diet isolate 2846-BHL032417-GBD25115_6743-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTGTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACCAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAACAATATAAGTTTTTGATTGTTGCCCGCATCATTAACTTTATTATTATCTAGAACAATTGTGGAAAATGGCGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2847 Chironominae sp. water mite diet isolate 2847-BHL032417-GBD11881_17717-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTTATCAGGTATAGTAGGAACTTCTTTATGAATATTAATCCGAACAGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTAAAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATTTCTTACTTTATTACCTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2848 Chironominae sp. water mite diet isolate 2848-BHL032417-GBD6565_24557-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGCATAGTCGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTAGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAAAATAAGATTTTGATTATTACCAGCATCGCTTACTTAAGTACTTTCAAGAAGAAGAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2851 Chironominae sp. water mite diet isolate 2851-BHL032417-GBD10266_15384-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGTTCGGGATTGGTAGGACCTTCTTTAAGATTATTAATCCGAACGGAATTAGAT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCATGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2853 Chironominae sp. water mite diet isolate 2853-BHL032417-GBD4195_9410-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGATTTTATTATAATTCTTTTTATAGT

AATACCTATTTTAATTGGAGGATTCGGAAATTGGTTATTACCGCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAGATAATATAAGATTTTGATTATTACTACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2855 Chironominae sp. water mite diet isolate 2855-BHL032417-GBD3777_16482-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGGATAGTAGGAAGTTCTTTAAGAATTTTAATCCGAACGGGATTAGGTC

ATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGGTACTGCTCATTCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCATGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTCTCAAGAAGAATAGTAGAAAACGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2856 Chironominae sp. water mite diet isolate 2856-BHL032417-GBD3604_19819-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGAGCTTGATCAAGTATAGTAGGTACTTCTTTAAGAATATTTATCCGAGCGTAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGAGTTGGAAATTGGTTATTACCACTAATATTAGGAGACCCTGATATGGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2857 Chironomus riparius water mite diet isolate 2857-BHL032417-GBD16005_3540-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGAGCCGGAATAGTGGGAACTTCATTAAGAATGCTTATGCGAGCAGAAT

TAGGACGACCCGGAACCTTCATTGGAGATGTCCAAATTTATAATGTGGTAGTTACTGCACATGCTTTTATGATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2859 Chironominae sp.  water mite diet isolate 2859-BHL032417-GBD13634_4300-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGGAGCTGGACCAGGTAAAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGTTTATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGCGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2860 Chironominae sp. water mite diet isolate 2860-BHL032417-GBD29319_12509-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTGATCAGGTATTGTAGGCACTTCTTTTAGAATTTTAATCCGAACGGTATTTGGGCCTCCTGGAACATTTA

TTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTTATGCTTTTATTATAATTTTTTTTTATAGTAATACCTATTTTAAT

TGGAGGATTTGGAAATTGGTCATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGAT

TTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2861 Chironominae sp. water mite diet isolate 2861-BHL032417-GBD25943_20161-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTCTTTTTTGGAGCTTGATCAGGTATAGTACGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAAATTTATAATGTAATTGTTACTGCTCATGCTTTTTTTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTAGCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2862 Orthocladius sp.  water mite diet isolate 2862-BHL032417-GBD23825_9483-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGAC

ATGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTATGTTATAATTTTTTTTTATGG

TTATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2863 Chironominae sp. water mite diet isolate 2863-BHL032417-GBD22758_10863-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAATAATATTAATCCGAACTGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTATATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATG

AATAATATAAGAGTTTGATTATTACCACCATCTCTTACTTTATCACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2864 Chironominae sp.  water mite diet isolate 2864-BHL032417-GBD14143_2614-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTTGGAGCTTGAACAGGTAGAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTAGAAAGTAATTGTTACTGCTCATGCTTTTATTAGAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2865 Chironominae sp. water mite diet isolate 2865-BHL032417-GBD25973_8518-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCGTGATCAGGTATTGGAGGAACTTCTTTAAGTATTTTATTCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCAGATATGGCTTTTCCACG

AATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2866 Chironominae sp. water mite diet isolate 2866-BHL032417-GBD9032_9816-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGTTCAGGTATAGTAGGAACTTCTTTAATAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGTGCCCCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTATGATTATTACCACCATCTCTTACTTTATTACTTCCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2867 Chironominae sp. water mite diet isolate 2867-BHL032417-GBD4657_12457-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCCGGTATAGTAGGAACTTCTTTTTGTATTTTAATCCGAACGGAATTAGGTC

ATCCTTGAACATTTATTGGTGATGACCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTCTAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2869 Chironominae sp.  water mite diet isolate 2869-BHL032417-GBD3554_14539-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGGAGGAACTTCTTTAAGAATATTAATCCGTACGGAATTAGGT

CATCCTGGAATATTTATTGGTGATGACCAAATTTATAATATAATTGTTACTGTTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2870 Chironominae sp. water mite diet isolate 2870-BHL032417-GBD18031_14938-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGTGGTTGACCAGGTATAGTAGGAACTTTTTTAAGAATATTATTCCGACCGGAATTAGGT

CATCCTGAAACATTTATTGGTGATGACCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTCAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2871 Chironominae sp. water mite diet isolate 2871-BHL032417-GBD22388_6425-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGATCTTGATCAGGTATATGAGAAACTTCTTTAATAATATTAATCCGAACGGAATTAGTTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTCTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2872 Chironominae sp. water mite diet isolate 2872-BHL032417-GBD14469_6722-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGATTAGTAGGAACTTCTTTAGGAATATTATTCCGAACAGAATTAGGCC

ATCCTGGAACATTTATGGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCCTTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2877 Chironominae sp. water mite diet isolate 2877-BHL032417-GBD9257_8592-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGTTCAGGTTTGGTAGGAACTTTTTTAAGAATATTATTCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATATTGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAACTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2879 Chironominae sp. water mite diet isolate 2879-BHL032417-GBD3700_8287-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATTTAATTGTTACTGCTCATGCCTTTATTATAATTTTTTTTATAG

TAATACCAATTTTAATTGGAGGATTTGGAAATTGGCTATTACCACTAATTTTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAGGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2880 Chironominae sp. water mite diet isolate 2880-BHL032417-GBD11338_22227-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AAAACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTTCACGAAT

AAATAATAAAAGATTTTGAATAATACCACCATCTCCTACCTTATTTCCTTCAAGAAGAATAGGAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2881 Chironominae sp. water mite diet isolate 2881-BHL032417-GBD22520_21474-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCTAAGGGAATTAGGT

AATCCTGGAACATTTATTGGTGATGACAATATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATAAGGCCTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2882 Chironominae sp. water mite diet isolate 2882-BHL032417-GBD25642_20428-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGTTTTAGTAGGAACTTCTTTAAGAATCTTAATCCGACCGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTTTATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTATATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2883 Chironominae sp. water mite diet isolate 2883-BHL032417-GBD25369_12661-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGGGCTTGATCCGGTATAGTAGGAACTTCTTTAAGAATATTTATTCGAACGGAATTAGTTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTAAGTA

ATACCTATTTTAATTGGAGGATATGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCGTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2884 Mucor sp. water mite diet isolate 2884-BHL032417-GBD8220_22742-Ldc30 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACTTTATATATCATCTTCTCTATTTTTGCGGGTATGATTGGTACTGCTTTTTCTATGT

TAATTAGACTAGAATTAGCTGGTCCTGGAATCCAATATCTTCATGGTGATCATCAATTATATAATGTAATTGTAACTGCTC

ACGCATTTGTAATGATTTTCTTCTTAGTAATGCCTGCAATGATTGGAGGTTTTGGTAACTGGTTTGTTCCTTTAATGATTG

GAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAG

AAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KR809877, identified in GenBank as 

Mucor circinelloides f. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2886 Chironominae sp. water mite diet isolate 2886-BHL032417-GBD3620_9918-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAATACTATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTTCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGACCCTGATATGGCTTTTCCACGAAT

AAATGATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2887 Chironominae sp. water mite diet isolate 2887-BHL032417-GBD7779_16109-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGGTTAGTAGGAACTTCTTTTAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATAGGTGATGACCAAATTTATAATGTAATTGTTACTGCTAATGCTTTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCCTACTTTATTACATTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2889 Chironominae sp.  water mite diet isolate 2889-BHL032417-GBD18893_4376-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTTTTTTTTGGAGCTTGAGCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACAGAATTAGGTC

ATCCTGGAACATTTATTGGGGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATCACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCATGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATATTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2890 Chironominae sp. water mite diet isolate 2890-BHL032417-GBD8623_12983-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCGAATTTATAACGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AAGACCTATTTTATTTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTGCCACCATCTCTTACCTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2891 Chironominae sp. water mite diet isolate 2891-BHL032417-GBD15628_7163-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGGGCTTGATTAGGTATTGTAGGAACTTCTTTTAGAATATTTGGCCGAACGGGATCAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2895 Lebertia sp.  water mite diet isolate 2895-BHL032417-GBD7315_15275-Ldc30 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAAATCAGAGCCCCTAATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTTCTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2896 Chironominae sp. water mite diet isolate 2896-BHL032417-GBD12352_7791-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGATTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTTGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAACTTGTTATTACCACTAATGTTAGGAGACCCTGATATGGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTGTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2899 Chironominae sp. water mite diet isolate 2899-BHL032417-GBD18530_15557-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGCGCTTGCTCAGGTATAGTAGGAATTTTTTTAAGAATTTTATTCCGAACGGAATTAGGTC

GTAATGTAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2900 Chironominae sp. water mite diet isolate 2900-BHL032417-GBD11888_23457-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATATTGGGAATTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCCTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2901 Chironominae sp. water mite diet isolate 2901-BHL032417-GBD17669_19617-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGGTCATGCTTTTATTATAATTTTTTTTTACAGT

AATACCTATTTTAATTGGAGGAATTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCCGAGATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2903 Chironominae sp. water mite diet isolate 2903-BHL032417-GBD9702_10685-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGATCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGTATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTACGAGCCCCTGATATGGCATTTCCACGAAT

AAATAAAAAAAGATATTGATTATTACCACCATCTCTTACTTTATTACTGTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2905 Chironominae sp. water mite diet isolate 2905-BHL032417-GBD12148_15655-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGGCTTGGTCCGGTATTGTAGGGACTTTTTTTAAAATTTTTATTCGAACGGAATTAGGTC

ATTCTTGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2906 Chironominae sp.  water mite diet isolate 2906-BHL032417-GBD24102_19802-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATGTATTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAGTTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTCGGAAGTTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATATTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2907 Chironominae sp. water mite diet isolate 2907-BHL032417-GBD13387_22069-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTTTGGCGCTTGATCAGGTATAGTAGGAACTTTTTTAAGAATATTAATTCGAACGGAATTATGTCA

TCCTGGAACATTTATTGGTGATGACCAATTTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTGTTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2912 Psectrocladius sp. water mite diet isolate 2912-BHL032417-GBD10237_22219-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTACGAATTTTAATTCGAGCAGAACTCGATCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCTCGTTAATATTAGGATCCCCCGACATAACATTCCCCCGAAAA

AATAATATAAGTTTTTTGATTACTTCCCCCGTCATTAACATTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2915 Chironominae sp. water mite diet isolate 2915-BHL032417-GBD15969_4911-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGAGCAGGTAGAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGTAACATTTATTGGTTATGACCAAATTTATAATGAAATAGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATAACTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTAACACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAACTGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2916 Chironominae sp. water mite diet isolate 2916-BHL032417-GBD5371_8579-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTTTAGTAGGAACTTCTTTATGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTACTGGTGATGTCCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCACTTACTTTATTACTATCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2918 Chironominae sp. water mite diet isolate 2918-BHL032417-GBD27756_15792-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTGTATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGATTTAGGACA

TCCTGAAACATTTATTGGTAATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2919 Chironominae sp.  water mite diet isolate 2919-BHL032417-GBD19202_23908-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTGTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAGTATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCATGAAT

AAAGAATATAAGATTTTGATTATGACAACCATCTCTTACTTTATTACTGTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2920 Chironominae sp.  water mite diet isolate 2920-BHL032417-GBD11093_27913-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTCTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAATAATATTTATCCGAACGGAATTAGGTC

ATCTTGGAACATTTATTGGTGATGACCAAATTTATAATTTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTTCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2921 Chironominae sp.  water mite diet isolate 2921-BHL032417-GBD7504_6646-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATCATATTTTATTTTTGGAGCTTGATCTGGTGTAGTAGGTACTTCTTAAAGTATGCTAATTCGAGCAGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGTCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTGTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2922 Chironominae sp. water mite diet isolate 2922-BHL032417-GBD6941_5924-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAACTTGCTCGGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTGATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAGAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2926 Chironominae sp. water mite diet isolate 2926-BHL032417-GBD26022_15123-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTTTTTCTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTCAGAATATTAATCCGAACGGTATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAGTGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTAGATTATTACCACCATCTCTTACATTATAACAATCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2927 Chironominae sp. water mite diet isolate 2927-BHL032417-GBD17973_4107-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGAAAAGGGATAGTAGGAACTGCTTTAAGAATATTAATCCGAACGGAAATAGGT

CATCCTGGAACATTTATTGGGGATGACCAAATTTAAAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2928 Chironomus sp. water mite diet isolate 2928-BHL032417-GBD17107_24728-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACCTTCATTGGAGATGGTCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTAAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTGTTACCCCCTTCTCTAACTCTACTTCTATCTAGTTCATTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2929 Chironominae sp. water mite diet isolate 2929-BHL032417-GBD12809_16384-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTAAAAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGTTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAACATAAGATTTTGATTATTACCACCATCTCTTACATTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2930 Chironominae sp.  water mite diet isolate 2930-BHL032417-GBD15681_24169-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATCCGAACGGAATTTGGGC

ATCCTGGAACATTTATTGATGATGACCATATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTT-

ATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCA

CGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGGAGAATAGTAGAAAATGGAGCT

GGAA

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2932 Chironominae sp.  water mite diet isolate 2932-BHL032417-GBD10568_12171-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACAACTAATATTAGGAGCCCCTGATATGGCTGTTCCACGAA

TAAACAATATAAGATTTTGATTATTACCACCATCTCCTACTTTATCACTTTCAAGAAGAAGAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2933 Chironominae sp. water mite diet isolate 2933-BHL032417-GBD10948_28054-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGATCTTGATCAGGTATAGTAGGAACTTCTTTAAAAATATTAATCCGAACGGAATTAGTTCA

GCCTGTAACATTTATTGGTGAAGACCAACTTTATAATGTAATTGTTACTGCTCATGCTTTTTTTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATATGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2934 Chironominae sp.  water mite diet isolate 2934-BHL032417-GBD21005_23835-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTATTGGAGCTCGATCAGGTATAGTAGGACCTTCTTTAAGAATATTAATCCGACCGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AACACCTATTTTAATTGGAGGATTTGGAAAATGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAG

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2935 Chironominae sp.  water mite diet isolate 2935-BHL032417-GBD21272_10905-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATAAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAGCGGGATTAGGTCA

TCCTGGAACATTTATTGGCGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATGCCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATCAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2936 Chironominae sp. water mite diet isolate 2936-BHL032417-GBD27917_13273-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTTTTTTTTGGAGCTTGATCCGGTATAGTAGGAACTTCTTTAAGAATATTACTCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCTCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGGTTATTACCACCAACTCTTACTTTATTACAATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2938 Chironominae sp. water mite diet isolate 2938-BHL032417-GBD8591_5542-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCAGAACGGAATTAGTTC

ATCCTGGAAAATTTATTGGTTATGACCATATTTATAATTTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATGTGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2939 Chironomus sp. water mite diet isolate 2939-BHL032417-GBD25181_20679-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCTGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATCAAAAATATAAGTGTCTGACATTTACCCCCCCCTCTCTAACTCTTCTACTTTCTAGTTCTTTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2940 Chironominae sp. water mite diet isolate 2940-BHL032417-GBD10349_2736-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGGACGGAATTAGGT

CATCCTTGAACATTTATTGGTGATGGCCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAGGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2941 Chironominae sp. water mite diet isolate 2941-BHL032417-GBD26401_19979-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTCTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTTTGT

CATCCTGGAATATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGTTTTTATTATAATTTTTAT-

ATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTAGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCA

CGAAAAAATAATATAAGATTTTGATTATTACCACCAACTCTTACTTAAGTACTTTCAAGAAGAATAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2942 Chironominae sp. water mite diet isolate 2942-BHL032417-GBD3819_20775-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTTGGTCA

TCCTGGAACATTTATTGGTGCTGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATATTAATTGGAGGATTTGGAAAATGGTTATTACTACTAATATCAGGAGCCCCTGATATGGCTGTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAACTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2943 Chironominae sp. water mite diet isolate 2943-BHL032417-GBD16647_16981-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATCCGAACGGGATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTAACAGAATTTTTTTTATAGT

AATACCTATTTTAATTGGATGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATAACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2944 Chironominae sp.  water mite diet isolate 2944-BHL032417-GBD17763_8270-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTCTTTTTTATGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAATAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGATGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AAGACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTATGAGGCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2947 Chironominae sp. water mite diet isolate 2947-BHL032417-GBD8902_18519-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGGTTGGTCAGGGATAGTAGGAACTTCTTTTATAATATTTATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTTGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATATTATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2948 Chironominae sp. water mite diet isolate 2948-BHL032417-GBD16613_28701-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGGACTTCTTTAAGAATTTTAATTCGAGTAAAACTCGGTCACGCC

GGTTCCTTAATTGGAGATGATCAAATATATAATGTAATTGCTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAATA

CCTATTTTAAATAGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCCTTTCCACGAATAAA

TAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2949 Psectrocladius sp.  water mite diet isolate 2949-BHL032417-GBD28165_18366-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGACA

CCCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGATCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGAAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2950 Chironominae sp. water mite diet isolate 2950-BHL032417-GBD22763_25341-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTCGCTCAGGTATAGTAGGAACTTCTTTAAGATTATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTGTAACGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCATACTCTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2952 Chironominae sp.  water mite diet isolate 2952-BHL032417-GBD27789_10045-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTATGAACTTCTTTAAGAATATTAATCCGAACGAAATTAGGTCAT

CCTGAAACATTTATTTGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGGGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2953 Chironominae sp. water mite diet isolate 2953-BHL032417-GBD26390_11678-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGTTATAGTAGTAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGTTATTACCAAATTTATAATGTAATTGTTAATGCTCATGACTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2954 Chironominae sp.  water mite diet isolate 2954-BHL032417-GBD19273_3120-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGAACAGGTATAGTAGGGACTTATTTGAGAATATTAATCCGAACAGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGAATTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2955 Chironominae sp.  water mite diet isolate 2955-BHL032417-GBD15043_26005-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTACTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATCCT

GGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAAT

AATATAAGATTTTGATTATTACCACCATCTCTTACTTAATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2956 Chironomus sp. water mite diet isolate 2956-BHL032417-GBD22015_4676-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACATTATTTTCGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGTATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCATTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2958 Chironominae sp.  water mite diet isolate 2958-BHL032417-GBD21260_10519-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTCGGAGCTTGATCAGGTATAGTAGGAACTTCTTTATGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAACTGGTTATTACCACTAATAATAGGAGCGCCTGATATGGCTTTTCCATGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTGATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2959 Chironominae sp. water mite diet isolate 2959-BHL032417-GBD28397_19617-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGACAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTAATTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTACTACCCCCATCTCTTACTTTATTACTTTCAAGAAGAATAATAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2961 Chironominae sp. water mite diet isolate 2961-BHL032417-GBD5885_25164-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTCTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

AATCCTGGAACATTTATTGGTGATGACCTAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGTATTGGAAATTGGTTATTACCACTAATATTAAGTGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2962 Chironominae sp. water mite diet isolate 2962-BHL032417-GBD17567_7698-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGTGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTATGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGAGTTTGATTATTACCACCATCGCTTACTTTATTATTTGCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2963 Chironominae sp. water mite diet isolate 2963-BHL032417-GBD23824_8010-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGTTCAGTTTTAGTAGGAACTTCTTTAAGATTTTTATTCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGAGATGACCAATTTTTTAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2965 Chironominae sp. water mite diet isolate 2965-BHL032417-GBD21713_27865-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTTATCAGGTATAGTAGGAACTTCCTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATCGGAGATGACCAAATTTATAATGTAATTGTTACTTCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGATTATTAGCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2967 Drosophila sp. water mite diet isolate 2967-BHL032417-GBD18734_27764-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATATTATTTTTGGGACTTGATCCGGAATAGTGGGAACTTCATTAAGAAT

GCTTATTCGAGCAGAACTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATG

CTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAATCGGAGGATTTGGAAATGGGTTATTACCACTAATATTAGGAG

CCCCTGATATGGCCTTTCCACGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTGTATTACTTTCAAGAA

GAATAGTAGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID AY750090, identified in GenBank as 

Drosophila lacertosa. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2968 Chironominae sp. water mite diet isolate 2968-BHL032417-GBD24959_17881-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTTATCCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTAAAGTA

AAACCTTTTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2969 Chironominae sp. water mite diet isolate 2969-BHL032417-GBD4289_16164-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCGGAATTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAG

TAATACCTATTTTATTTGGAGGATTTGGAAATTGATTATTCCCACTAATATTAGGAGCCCCTGATATGGCCTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2970 Chironominae sp. water mite diet isolate 2970-BHL032417-GBD5849_8390-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATTAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTATGTCA

TCCTGGAACATTTATTGGTTATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTATTTGGAAGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2971 Chironominae sp. water mite diet isolate 2971-BHL032417-GBD11993_20053-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTGTGATCATTATCACCATCGCTTACATTATATCTATCAAAAAGATTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2972 Chironominae sp. water mite diet isolate 2972-BHL032417-GBD9862_14166-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATTGTAGGAACCCCTTTAAGATTATTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTAACACCATCTCCTACTTTAATAATTTCAAAAAGAATAGTAGAAAATGGAGCTGGA

AC

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2975 Chironominae sp.  water mite diet isolate 2975-BHL032417-GBD26013_11117-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCCGGTATAGTAGGTGCTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTCATCATGCTTTTATTATAATTTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2976 Chironominae sp. water mite diet isolate 2976-BHL032417-GBD9084_21541-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGGGCTTGATCAGGTTTAGTTGGAACTTCTTTTAGAATATTTATCCGAACGGGATTAAGTCA

TACTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTTGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2977 Chironominae sp. water mite diet isolate 2977-BHL032417-GBD8263_13427-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTTATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCATGAAT

AAAAAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACCTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2979 Chironominae sp. water mite diet isolate 2979-BHL032417-GBD26447_12534-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGACCGGAATTAGGTCA

TCCTGGAACATTTATAGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCGTTTCCACGAAT

AAATAATATAAGATTTTGATTATGACCACCAACTCTTACATAATTACAATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2984 Chironominae sp. water mite diet isolate 2984-BHL032417-GBD28074_14220-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATTCGAATAGAATTAGGTCAA

CCTGGAACATTTATTGGAGATGCTCAAATTTATAACGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL2985 Chironominae sp. water mite diet isolate 2985-BHL032417-GBD22995_22797-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATATTAGGAACTTCTTTATGAATATTAATCCGAACGGAATTATGTCAT

CCTGGAACATATATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATGCCTATTTTAATTGGAGGATTTGGAAATTTGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGAGTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2987 Chironominae sp.  water mite diet isolate 2987-BHL032417-GBD25875_13882-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTCCCACTAATATTAGGAGCACCTGACATGGCTTTTCCACGAAT

AAATAACATAAGATTCTGAATATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2988 Chironominae sp. water mite diet isolate 2988-BHL032417-GBD28360_21065-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGCTCATGGATAGTAGGAACTTCTCTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGTAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACTATCTCTTACTTTATTATTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2989 Chironominae sp. water mite diet isolate 2989-BHL032417-GBD8692_20274-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAATAATATTAATCCGAACGGAATTTGGACA

TCCTTGAACATTTATTGGTGATGACCAAATTTATAATGTAATTTTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTTGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATGGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2990 Chironomidae sp. water mite diet isolate 2990-BHL032417-GBD7350_13698-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGTATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCATTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2992 Chironominae sp. water mite diet isolate 2992-BHL032417-GBD19890_15251-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGACTTTGTCCGGGTATAGTGGGAACTTTTTTAAGATTTTTATTCCGAAGGGAATTAGGCC

ATCCTGGAAAATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2994 Chironominae sp. water mite diet isolate 2994-BHL032417-GBD21094_15719-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGACCTTTTTCAGGTATAGTAGAAACTTCTTTAAGATTATTAATCCGACCGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGTTTATTACCACTAATATTAGGAGCCCCTGATTTGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2996 Chironominae sp. water mite diet isolate 2996-BHL032417-GBD27043_13853-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGATCTTGATCAGGTATTGTAGGGACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

AATCCTGGAACATTTATTGGTGATGACCAAATGTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGATGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTAGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL2998 Chironominae sp. water mite diet isolate 2998-BHL032417-GBD6226_8079-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAATTTCTTTAAGAATATAAATCCGCACGGAATTAGGTC

ATCCTGGAACATTTTTTGAAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3000 Chironominae sp. water mite diet isolate 3000-BHL032417-GBD16665_14449-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGAGCTTGATCAGGGATAGTAGGGACTTCTTTAAGGATATTAATTCGAACGGGAATAAGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTAATGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3002 Chironominae sp. water mite diet isolate 3002-BHL032417-GBD25360_24460-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGTTTGATCAGGTATAGTTGGAACTTTTTTAAGTATATTAATCCGTACGGTATTAGGTT

ATCCTGGAACATTTATTGGTTATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3003 Mucor sp. water mite diet isolate 3003-BHL032417-GBD14587_19717-Ldc30 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACTTTATATATCATCTTCTCTATTTTTGCGGGTATGATTGGTACTGCTTTTTCTATGT

TAATTAGACTAGAATTAGCTGGTCCTGGAATTCAATATCTTCATGGTGATCATCAATTATATAATGTAATTGTAACTGCTC

ACGCATTTGTAATGATTTTCTTCTTAGTAATGCCTGCAATGATTGGAGGTTTTGGTAACTGGTTTGTTCCTTTAATGATTG

GAGCTCCCGATATGGCCTTCCCTCGATTAAATAATATTTCATTCTGGTTATTACCACCATCTCTTACTTTATTACTTTCAAG

AAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR809877, identified in GenBank as 

Mucor circinelloides f. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3004 Chironominae sp. water mite diet isolate 3004-BHL032417-GBD18817_18091-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTGGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGATTATTAATCCGACCGGAATTAGGTCA

TCCTGTAACATTTATTGTTGATGACCAAATTTATAATGTAATTTTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATCACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3006 Chironominae sp. water mite diet isolate 3006-BHL032417-GBD14574_9077-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAAT-

TTAATTCGAGCAGAACTCGGTCACGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGC

TTTTGTAATATTTTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGT

CCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGA

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3007 Chironominae sp. water mite diet isolate 3007-BHL032417-GBD20976_22908-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGTTCGGGTTTAGTAGGAACTTCTTTAAGATTTTTATTCCGACCGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAAAGTAATTGTTACTGCTCACGCTTTTATTATATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACATTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3008 Chironominae sp. water mite diet isolate 3008-BHL032417-GBD16334_20324-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTTTGGAGCTTTATCAGGTATAGTAGGAATTTCTTTATGAATTTTAATCCGAACGGTATTAGGGCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGATCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTAGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3011 Chironomus riparius water mite diet isolate 3011-BHL032417-GBD24518_18014-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGACTTGATCCGGAATAGCGTGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACCTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAAATTTTCT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCCGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCTCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3013 Chironominae sp. water mite diet isolate 3013-BHL032417-GBD19184_27465-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGAGCTTGATCAGGGATTGTAGGTACTTTTTTTAGATTTTTTATCCGATAGGGATTATGG

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3014 Psectrocladius sp.  water mite diet isolate 3014-BHL032417-GBD14050_11726-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

TTACCTATTTTAATTGGATGATTTGGAAATTGATTAGTCACGTTAATATTAGGTACCCCCGACATAGCATTCCCCCGAATA

AATAATATAAGGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3015 Chironomidae sp. water mite diet isolate 3015-BHL032417-GBD26870_10471-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCGGAACTCGGTCACGCC

GGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCGTTAATATTAGGAACCCCCGACATAGCATTCCCTCGAATAAA

TAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3016 Chironominae sp. water mite diet isolate 3016-BHL032417-GBD23767_15290-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTGATCAGGTATTGTTGGAACTTCTTTATGAATATTTATTCGAACGGGATTTGGTCATCCTGGAACATTTA

TTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTAATGCTTTTATTATAATTTTTTTTTATAGTAATACCTATTTTAAT

TGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAATAAATAATATAAGAT

TTTGATTATTATCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3019 Chironominae sp. water mite diet isolate 3019-BHL032417-GBD5448_18619-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTGGTCCGGTATTGTTGGAACTTCTTTTAGAATTTTAATTTGAACGGGATTAGGTCATCCTGGAACATTTA

TTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAATT

GGAGGTTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAAATAATATAAGATT

TTGATTATTACCACCATCTCTTACCTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3022 Chironominae sp. water mite diet isolate 3022-BHL032417-GBD23658_25803-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTG-

AGCTTGATCCGGTATAGTAGGAACTTCTTTTAGAATATTAATCCGGACGGGATTAGGTAATCCTGGAACATTTATTGGTG

ATGACCAAATTTATAATGTAAGTGTTACTGCTCATGCCTTTATTATAATTTTTTTTTATAGTAATACCTATTTTAATTGGAG

GATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGAT

TATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3023 Chironominae sp. water mite diet isolate 3023-BHL032417-GBD3627_17116-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCCGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGTATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTGTTTTAATTGGAGGATTGGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACCTTCAAGGAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3024 Chironominae sp. water mite diet isolate 3024-BHL032417-GBD5642_9725-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACACCCATCTCTTACCTTATTTCTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3025 Chironominae sp. water mite diet isolate 3025-BHL032417-GBD10693_25072-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTAATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATCCGAACGGGATTAGGTC

ATCCTGGAAAATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCGCATGCTTTTATTATAATTTTTTTTATATT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATGTAAGATTTTGATTATTACCACCGTCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3026 Psectrocladius sp.  water mite diet isolate 3026-BHL032417-GBD9579_11799-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTCATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTTCTTCCCCCGTCATAGACTTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3027 Chironominae sp. water mite diet isolate 3027-BHL032417-GBD25330_14321-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTATGAATATTAATCAGAACGGAATTAGGTTA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGTTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAGATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTAATTACTTTCAATAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3028 Chironominae sp.  water mite diet isolate 3028-BHL032417-GBD14151_15125-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCACTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCAC

CCTGGATCATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATAGGTTATTACCATTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGTGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3029 Chironominae sp. water mite diet isolate 3029-BHL032417-GBD16526_12085-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGGGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTATATAG

TAATACCTATTTAAATTGGATGATTTGGAAACTGGTTATTACCACTAATATTAGGATCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTGCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3030 Chironominae sp. water mite diet isolate 3030-BHL032417-GBD25817_21952-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCAATATATTTTTTTTTTG-

AGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATCTTAATCCGAACGGGATTAGGTCATCCTGGAACATTTATTGGTG

ATGACCAAATTTATAATTTAATTGTTACTTCTCATGCTTTTTTTATAATTTTTTTTATAGTAATACCTATTTTTAATTGGAGG

ATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATT

ATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3032 Chironominae sp.  water mite diet isolate 3032-BHL032417-GBD21730_6525-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTCAGAATATTAATCCAAACGGAATTAGGTC

ATCCTGGAACGTTTATTGGTGATGACCAAATTTATAATGTAATTGATACTGCTCATGCTTATATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGACCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3035 Chironominae sp. water mite diet isolate 3035-BHL032417-GBD17056_7290-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTATTCCGAACAGAATTAGGTC

CTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGATCATGCTTTTATTATAATTTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCATTAATATTAGGAGCCCCTGATATGGCTTTACCACG

AATAAATATTATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3039 Chironominae sp. water mite diet isolate 3039-BHL032417-GBD22336_10179-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGTAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAAGTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAGTATAAGGAGAACATGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTAAAACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3041 Chironominae sp. water mite diet isolate 3041-BHL032417-GBD8766_23384-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGCACTTCTTTTAGAATTTTAATTCGAGCAGAACTCGGTCACGCC

GGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATAC

CTATTTTAATTGGAGGATTTGGAAATTAGTTATTACCACTAATATTAGTAGCCCCTGATATGGCTTTTCCACGAATAAATA

ATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3045 Chironominae sp. water mite diet isolate 3045-BHL032417-GBD24635_22621-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCTGGTATAGTAGGAATTTCTTTAAGTATATTAATCTGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCCAATTTATAATGTAATTGTTACTGCTTATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAA

AAATAATATAAGAATTTGATTATTACCACCATCTCTTACTTTATTACTATAAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3046 Chironominae sp. water mite diet isolate 3046-BHL032417-GBD21323_22507-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATAAGTTATATTAGTAACTTCTTTAAGATTATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGTTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AAAAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3047 Chironominae sp. water mite diet isolate 3047-BHL032417-GBD27841_12705-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAATATTTTTAATCCGAACGGAATTAGTTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCGAATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGTCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCAGCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3048 Chironominae sp. water mite diet isolate 3048-BHL032417-GBD29144_13704-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGCGCTTGTTCAGGTATAGTTGGAACTTCTTTAAGATTATTATTCCGATCGGAATTAGGTCA

TCCTGGAACATTTACTGGTGATGACCAAATTTATAATGTAATTGTTACTGTTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTAATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAAAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3050 Chironominae sp. water mite diet isolate 3050-BHL032417-GBD18657_18127-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGAACAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCATTTCCACGAAT

AAATAGTATAAGATTTTGACTATTACCACCATCTCTTACTTTACTACTGTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3051 Chironominae sp. water mite diet isolate 3051-BHL032417-GBD25605_10288-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGTTTGATCGGGTTTAGTAGGAACTTTTTTAAGATTTTTATTCCGAACGGATTTAGGCCA

GCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTATTGCTCATGCTTTTATTATATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3052 Chironominae sp. water mite diet isolate 3052-BHL032417-GBD29230_17485-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGCTCCGGTATAGTAGGAACTTCTTTAAGAATTTTAATCCGAACGGACTTAGGTC

ATCCTGGAACATTTCTTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCGCTGACGGGAGGACGGGCAAGAAGAAGAGGAGAAAAGGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3054 Chironominae sp. water mite diet isolate 3054-BHL032417-GBD12735_17431-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGATCTTGCTGAGGTATAGTAGGAACTTCTTTAAGTATTTTAATCCGCACGTAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTAATATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3056 Chironominae sp. water mite diet isolate 3056-BHL032417-GBD18646_25123-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTTATCAGGTATTGTAGGAACTTCTTTCTGAATTTTTATCCGAACGGAATTAGTTCATCCTGGAACATTTA

TTGGTGATGACCAAATTTATAATGTATTTGTTACTGCTCATGCTTTCATTATAATTTTTTTTTATAGTAATACCTATTTTAAT

TGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGAT

TTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3057 Chironominae sp. water mite diet isolate 3057-BHL032417-GBD13391_6471-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTGGATCAGGGATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CAACCTGGAACATTTATGGGTGATGACCAAATGTATAATGGAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACG

AATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3059 Chironominae sp. water mite diet isolate 3059-BHL032417-GBD20572_2644-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGGTTGATAAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAAAGGAATTAGGG

CATCTTGGAACATTTATTGGTGATGACCAAATTTATAATGTATTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCAGGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3060 Psectrocladius sp.  water mite diet isolate 3060-BHL032417-GBD22253_24877-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATCTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGTAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCAAGATTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGTAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3061 Chironominae sp. water mite diet isolate 3061-BHL032417-GBD3211_19670-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTTATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGAAACATTTATTGATGATGACCAAATTTATAATGTAATTGTTACTGATTATGCTTTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTTGAGGTTTTGGAAAATGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3063 Chironominae sp. water mite diet isolate 3063-BHL032417-GBD3837_11184-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGGGCTTGATCGGGTTTAGTGGGAATTTTTTTAAGATTTTTATTCCGACCGGAATTGGGTCA

TCCTGGAACATTTATTGGTGATGACCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTGCCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3065 Chironominae sp. water mite diet isolate 3065-BHL032417-GBD17878_21590-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTCTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGATTATTATTCCGGACAGAATTAGTTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGATACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCAATTTTAATTGGAGGATTTGGAAAATGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGAATATTACCACCATCTCTTACATTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3066 Chironominae sp. water mite diet isolate 3066-BHL032417-GBD4793_14943-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGTTATAGTAGGAACTTCTTTATGAATATTAATCCGAACGAAATTAGGTCAT

CCAGGAACATTTTTTGGTGATGACCAAATTTATAATGTAATTGTTACTTCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGAATTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3072 Chironominae sp. water mite diet isolate 3072-BHL032417-GBD23963_25131-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATCCGACCGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTATGTGCCCCCGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCACTAACTTTATTACTATAAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3073 Chironominae sp. water mite diet isolate 3073-BHL032417-GBD21920_24790-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGTGGAGGTTGATCGGGTATAGTAGGCACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

GATCCTGAAACATTTTTTGATGATGACCAAATTTTTAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAAATAGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3076 Chironominae sp.  water mite diet isolate 3076-BHL032417-GBD21412_24938-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTTGAATATTAATCCGAACGTAATTAGGTCATC

CTGGAACATTTATTGGTGATGACTAAATTTATAATGTAATTGTTACTTCTCATGCTTTTATTATAATTTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGTGCCCCTGATATGGCTTTTCCACGAATAAA

TAATATAAGATTTTGATTATTACCACCATCTCTTACTTAATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3078 Chironominae sp.  water mite diet isolate 3078-BHL032417-GBD2958_17871-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGTTCTAGTAGGAACTTCTTTAAGAATATTAATCCGAACGTAATTAGTTAA

TCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3079 Chironominae sp. water mite diet isolate 3079-BHL032417-GBD10402_25304-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTCTGGAGCTTGATCAGGTATAGTATAAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATTACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGCTATTACCACGAATATTAGGACCCCCTGATATGGCCTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3083 Chironominae sp. water mite diet isolate 3083-BHL032417-GBD6391_17218-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTTTTTTTTGAAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATATTAATTCGAGCGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTAAATTGGAGGATTTGGAAATTGG-

TATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTACCACCATCTC

TTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3084 Chironominae sp. water mite diet isolate 3084-BHL032417-GBD19054_4460-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTATGAACTTCTTTAAGAATATTAATCCGAACGGAATTATGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGCTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTTGAGGATTTGGAAATTTGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTAATACCACCATCTCTTACTTTATTACCTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3085 Chironominae sp. water mite diet isolate 3085-BHL032417-GBD27760_13244-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTTCTCAGGTATAGTAGGAACTTCTTTTATAATTTTAATCCGAGCGGAATTAGGTCA

TCCTGGAAAATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTAGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3086 Chironominae sp. water mite diet isolate 3086-BHL032417-GBD10631_10232-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGACCGGAATTGGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTAATGCTCATGGTTTTATTATAATTTTTTTTATAGT

AATCACTACTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3090 Chironominae sp. water mite diet isolate 3090-BHL032417-GBD25115_16995-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGATTATTAGGACCTTCTTTAAGATTTTTATTCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCATTAATATTAGGAGCCCCTGATGTGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3091 Chironominae sp. water mite diet isolate 3091-BHL032417-GBD25312_10618-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGAAGCTTGATCTGGAATAGTAGGAACTTCTTTAAGTGTATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTTATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACAACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3095 Chironominae sp. water mite diet isolate 3095-BHL032417-GBD6034_15871-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCCTTAAATAATATTAATCGGAACGGAATTAGGTA

ATCCTGGAAGATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATGTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3096 Chironominae sp.  water mite diet isolate 3096-BHL032417-GBD21686_26263-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTATGGAGCTTGCTCAGGTATAGTATGAACTTCTTTAAGAATATTAATCCGAACGGCATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGAACATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCATACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3097 Chironominae sp. water mite diet isolate 3097-BHL032417-GBD22667_11946-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGACCTTGTTCGGGATTAGTAGGAATTCCTTTAAGATTATTATTCCGACCGGAATTAGGCCA

TCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3098 Chironominae sp.  water mite diet isolate 3098-BHL032417-GBD24548_21019-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGGGCTTGATCAGGTATAGTAGGAATTTCTTTAAGAATATTCATCTGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTTAATTGGAGGATTTGGAAATTGGTTATTATCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3099 Chironominae sp.  water mite diet isolate 3099-BHL032417-GBD28013_19745-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGCTCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGATCGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTATCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTGCAAGAAGAAGAGTAGAAAATGGAGCTGGA

AC

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3101 Chironominae sp. water mite diet isolate 3101-BHL032417-GBD15832_2796-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGAGCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATGAGGTC

ATCCTTGAACATTTATTGGTTATGACCAAATTTAAAATGTAATTGTTACTGCTCATGCTTTTTTTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTAATATGGCCTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3102 Chironominae sp. water mite diet isolate 3102-BHL032417-GBD19247_3049-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGTTGGATCAGGTATAGTAGGAATTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGGAATATTTATTGGTAAGGACCAAATTTATAATGTAATTGTTACTGCTCATGTTTCTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3103 Chironominae sp. water mite diet isolate 3103-BHL032417-GBD9464_26096-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGATTATTAATCCGAACGGAATTAGGTC

ATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGACCCTGATATGGCATTTACACGAA

TAAATAATATAAGATTGTGATTATTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3105 Chironominae sp. water mite diet isolate 3105-BHL032417-GBD7598_12459-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTGCTTTAAGAATATTAATCCGAACGGCATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTTCTCATGCTTTTATTATAATTTTTTTTTATAGTA

AGACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTGTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTGATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3106 Chironominae sp.  water mite diet isolate 3106-BHL032417-GBD28026_16030-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCCTGATCAGATATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAAGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGATCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTATTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3107 Chironominae sp. water mite diet isolate 3107-BHL032417-GBD19391_3227-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTGATCAGGTATAGTTGGAACTTTTTTTAGAATATTAAACTGAACGGGAGTAGGTCATCCTGGAACATTT

ATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAAT

TGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGAT

TTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAACTGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3108 Chironominae sp.  water mite diet isolate 3108-BHL032417-GBD22814_16169-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAAAGGAATTAGGTC

ATCCTAGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

ATTACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATAAGGAGCCCTTGATATGGCTTTTCCACGAAT

AAATAATATGAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3112 Chironominae sp. water mite diet isolate 3112-BHL032417-GBD16998_7988-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTCTGTC

ATCCTGGAGCATTTATTGGTGATGACCAAATTTATAATGTAATTGCTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAACTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACAAGCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3114 Chironominae sp. water mite diet isolate 3114-BHL032417-GBD25982_5855-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGAGATGACCAAATTTATACTGTAATTGGTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGTAGCCCCTGATTTGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATAACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3117 Chironominae sp. water mite diet isolate 3117-BHL032417-GBD12005_22239-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTTGGTGCTTGTTCAGGTTTAGTAGGAACTTCTTTAAAATTATTAATCCGAACGGCCTTAGG

TCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTATTACTGCACATGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3118 Chironominae sp. water mite diet isolate 3118-BHL032417-GBD22944_16697-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGCGTTTGCTCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTT

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGTTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCATTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAGTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3121 Chironominae sp. water mite diet isolate 3121-BHL032417-GBD10826_2740-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGTTTGATAGGGTATAGGAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTGGGT

CTTCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGGTTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3122 Chironominae sp. water mite diet isolate 3122-BHL032417-GBD18983_27661-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGCTCAGGTATAGTAGTAACTTCTTTATGAATATTCATCCGAACGGAATTAGGTCAT

CCTGGAACTTTTATTGGTAATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGAGTTGGAAATTGTTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3124 Chironominae sp. water mite diet isolate 3124-BHL032417-GBD27578_9682-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGACA

TCCTGGAACATTTATTGGTTATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTAGATATTACCACTAATATTAGGAACCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3125 Chironominae sp.  water mite diet isolate 3125-BHL032417-GBD19214_20017-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTGATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAATA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTAACACTAATATTAAGAGCCCCTGATATAGCCTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3126 Chironominae sp. water mite diet isolate 3126-BHL032417-GBD15051_22866-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATTGTAGGAACTTCTTTAAGATTTTTAATCCGATCGGATTTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATGATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3128 Chironominae sp. water mite diet isolate 3128-BHL032417-GBD25661_24294-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTGATCAGGTATTGTAGGAACTTTTTTTAGGATTTTAATTCGAACGGGATTAGGTCATCCTGGAACATTTA

TTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAATT

GGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGTGCCCCTGATATGGCATTTCCACGAATAAATAATATAAGATT

TTGATTATTACCACCATCTCTTACTTTATTACCTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3129 Chironominae sp.  water mite diet isolate 3129-BHL032417-GBD2656_15084-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTGAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATAGTTACTTCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGGACCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3130 Chironominae sp. water mite diet isolate 3130-BHL032417-GBD11825_10823-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCAAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTAATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCACCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCACTAACCTTATTACTTTCAAGAATAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3131 Chironominae sp.  water mite diet isolate 3131-BHL032417-GBD22050_10494-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTCTTGGAGCTTGATCAGGTGTAGTAGGAACTTCTTTAAGAACATTAATCCGAACGGAATTAGGTC

ATCCTGGAACGTTTATTGGTGATGCCCAAATTTATAATGTAAGTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAGTTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3132 Chironominae sp. water mite diet isolate 3132-BHL032417-GBD24015_13528-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGATTTTATTATAATTTTTTTTTACAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTATGAGACCCTGATATGGCTATTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTGATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3133 Chironominae sp. water mite diet isolate 3133-BHL032417-GBD13830_3802-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTTTGGAGGTTGATCAGGTATAGAAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGGC

ATCCTGTAAAATTTATTGGTTATGACCAATTTTAAAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3135 Chironominae sp. water mite diet isolate 3135-BHL032417-GBD9897_10521-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATTTTAATCCAAACGGAATTAGGTC

CTCCTGTAACATTTATTGGTGATGACCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACTATCTCTTACTTTATTACTTTCAAGAATAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3138 Chironominae sp. water mite diet isolate 3138-BHL032417-GBD4003_12821-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTTATCCGGTATTGTAGGAACTTTTTTAAGAATTTTAATTTGGACGGGATTACGTCATCCTGGAACATTTA

TTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATCATAATTTTTTTTATAGTAATACCTATTTTAAT

TGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAAATAATATAAGAT

TTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3139 Chironominae sp. water mite diet isolate 3139-BHL032417-GBD18408_11139-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGTTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCAAACGGGATTAGGTC

ATCCTGGAATATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTATTTTGAGGATTTGGAAATTGGTTATTACCGCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3140 Chironominae sp. water mite diet isolate 3140-BHL032417-GBD26119_21856-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGCGCTTGATCGGGTATAGTAGGAACTTCTTTAAGATTATTAATCCGACCGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTATTTGGAGGATTTGGAAATTGGTTAATACCACTAAGATTAGGAGCCCCTGATTTGGCTTTTCCACGAAT

AAATAATATAAGATTTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3141 Chironominae sp. water mite diet isolate 3141-BHL032417-GBD2539_19698-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCATGTATAGTAGGAACTTCTTTAATAATATTAATCCGATCGAAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGGAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCCATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATACGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3145 Chironominae sp. water mite diet isolate 3145-BHL032417-GBD2434_16127-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGAG

TTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTCTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATAATAGGAGCCCCTGATATGGCCTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3147 Chironominae sp. water mite diet isolate 3147-BHL032417-GBD24504_21413-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAATATTTATTGGTGATGACCAAATTAATAATGTAATTGTTACTGCTCATTCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTTGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTCGATTATTACCATCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3149 Chironominae sp. water mite diet isolate 3149-BHL032417-GBD12747_5732-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGGGCTTGAACAGGGATAGGAGGGACTTTTTTTAAAATTTTAATCCGAAAGGGATTAAGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3152 Chironominae sp. water mite diet isolate 3152-BHL032417-GBD6881_19041-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTTATCCGGTATTGGAGGAACTTCTTTTAGGATTTTTATTTGGACGGGATTAGGGCATCCTGGAACATTT

ATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAATACCTATTTTAA

TTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGA

TTTTGATTATTACCACCATCACTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3157 Chironominae sp. water mite diet isolate 3157-BHL032417-GBD19090_15342-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTTATCCGGGATAGTAGGAACTTCTTTTAGAACATTAATCCGGACGGGATTAGGTC

ATCCTGGAACGTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTAATATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

GAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTCTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3158 Chironominae sp. water mite diet isolate 3158-BHL032417-GBD25278_21204-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGATCTTGATCAGGTATAGTATTAACTTCTTTAAGTATATTCATCCGCACGGAATTAGGTC

CTCCTGGAACATTTATTGGTGATGACCAAATTTATAATTTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3160 Chironominae sp. water mite diet isolate 3160-BHL032417-GBD4630_17926-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATGGTAGGAATTTCTTTAGGATTTTTATTCCGACGGGAATTAGGTC

ATCTTGGAACATTTATTGGTGATGCCCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGTGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3162 Chironominae sp. water mite diet isolate 3162-BHL032417-GBD8760_3826-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTTTTTAAGATTATTATTCCGAACGGAATTTGGCCA

TCCTGGAACATTTATTGGTGATGACCAATTTTATAATGTAATTTTTACTGCTCATTCTTTTTTTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3164 Chironominae sp. water mite diet isolate 3164-BHL032417-GBD15270_12145-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATATTGTAATTGTTATTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTACACGAATA

AATAATATAAGATTTTGATTATAACCAACAGCTCTTACATTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3166 Psectrocladius sp.  water mite diet isolate 3166-BHL032417-GBD7269_20036-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCATGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCAGGTTCCTTAATTGGAGAAGATCAAAATTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTATGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCGCTCTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3169 Chironominae sp. water mite diet isolate 3169-BHL032417-GBD24974_6965-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTAGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATCCGAACGGGATTAGGTCATCCTGGAACATTT

AATGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAATACCTATTTCA

ATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAG

ATTTTGATTATTACCACCATCTCTTACTTAATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3170 Chironominae sp.  water mite diet isolate 3170-BHL032417-GBD18684_9179-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAAACCTAACGGAATTAGGTCAT

CCTGTAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAGTTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTAATACTACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3172 Chironominae sp. water mite diet isolate 3172-BHL032417-GBD12724_28586-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGAACGGGTATATGAGGAACTTCTTTATGAATTTTATTCCGAACGGAATTAGGTC

ATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3173 Chironominae sp. water mite diet isolate 3173-BHL032417-GBD19040_24314-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAAAATTTTTTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTAAAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATGTAAGATTTTGATTATTACCACCATCTCTTACTGTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3174 Chironominae sp. water mite diet isolate 3174-BHL032417-GBD17518_26458-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATAAGGAATAATAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTAA

TCCTGGAAAATTTATTGGTTATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGATATTGGTTATTACCTCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3175 Chironominae sp. water mite diet isolate 3175-BHL032417-GBD15388_13495-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGTTT-

ATCCGGGATAAGAGGAACTTTTTTAAGAATATTTATCCGAACGGGATTAGGTCATCCTGGAACATTTATTGGTGATGACC

AAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTTGG

AAATTGGTTATTACCACTAATATTAGGAGTCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTACC

ACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3176 Chironominae sp.  water mite diet isolate 3176-BHL032417-GBD2285_13203-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTCTTTTTGGATCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGCTGACCAAATTTATAATGTAATTGTTACTTCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGTAGCCCCTGATAGGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3177 Chironominae sp. water mite diet isolate 3177-BHL032417-GBD23494_9679-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGGGCTTGATCAGGTTTAGTAGGAACTTCTTTAAGATTATTAATCCGAACGGAATTAGGTC

ATCCTGGTACATTTATTGGTGATGACCAACTTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAACAATATAAGATTTTGATTATTACCAACATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3179 Chironominae sp. water mite diet isolate 3179-BHL032417-GBD29387_18207-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATCTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATTTAATTATTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAACTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCGGACGGGAGGACGGGCAAGAAGAAGAGGAGAAAAGGGAGCGG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3183 Chironominae sp. water mite diet isolate 3183-BHL032417-GBD8654_20555-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGTAGCTTGATTTGGTATAGTAGGAACTTTTTTATGAATATTAATCCGAACGGGATTATGAC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTATGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3184 Chironominae sp.  water mite diet isolate 3184-BHL032417-GBD5887_15436-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGATTTTTAATCCGGACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATCTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTAGCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3185 Chironominae sp.  water mite diet isolate 3185-BHL032417-GBD28211_18933-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGACA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTATCACTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATAATTACCACCATCACTAACTTTATTACTTTCAAGAAGAACAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3187 Chironominae sp. water mite diet isolate 3187-BHL032417-GBD18911_8526-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTTGGGGTTTGTTAGGGTATGGTAGGAATTTTTTTAGGAATTTTATTCGGAAGGGAATTAGG

TCATCTTGGAACATTTATTGGTGATAACCAAATTTATAATGTAATTGTTACTGTTCATGCTTTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3188 Chironominae sp. water mite diet isolate 3188-BHL032417-GBD13920_7369-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGGCCTTGTTCGGGTATAGTAGGAACTTCTTTAAGATTATTATTCCGCACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTCATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3189 Chironominae sp. water mite diet isolate 3189-BHL032417-GBD4901_14320-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGCACTTCTTTAAGAATATTAATCCGAACGGAATGTGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAAGATTTGGAAATTGGTTATTACCACTAATATTAGGTGCCCCTGATATGGCTTTTCCACGAAT

AAATGATATAAGATGTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3190 Chironominae sp. water mite diet isolate 3190-BHL032417-GBD24461_10119-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTTTAGTAGGAACTTCTTTAAGATTATTAATCCGAACGGATTTAGGTCA

TCCTGGAACATTTTTTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAATCCTACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3191 Chironominae sp. water mite diet isolate 3191-BHL032417-GBD26390_15396-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGACCGGTATTAGTTCA

TCCTGGAACATTTATTGGTGATGACTAAATTTAAAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTAGTACCACCATCTCTTACTTTATTACGTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3193 Chironominae sp. water mite diet isolate 3193-BHL032417-GBD23597_21719-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGCTCCGGTATAGTAGGAACTTCTTTAAGACTATTAATCCGATCGGAATTAGTTCT

TCCTGGAACATTTTTTGGTGATGACCAAATTTATACTGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3194 Chironominae sp. water mite diet isolate 3194-BHL032417-GBD12331_21444-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTATTACTTGGAGCACCTGACATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGATTATAACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3200 Chironominae sp. water mite diet isolate 3200-BHL032417-GBD23430_17506-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGTTTGTCCAGGTAAAGTAGGAATTTCTTTAAGAATTTTATTCCGAACGGAATTAGGTC

ATCTTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AATTAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3201 Chironominae sp. water mite diet isolate 3201-BHL032417-GBD27000_19862-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGGGCATGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATTGAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATGG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATCAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATGATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3207 Chironominae sp. water mite diet isolate 3207-BHL032417-GBD8718_22157-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGTTATAGTAGGAACTTCTTTTAGAATTTTAATCCGAATGTAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTAATTTAATTGGAGGATTTGGAAATTAGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3208 Chironominae sp. water mite diet isolate 3208-BHL032417-GBD8725_3583-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTTTTGGTGATGACCAAATTTATAATGTACTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGG

AATACCAATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTATTATTAGGAGCCCCTGATACGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3209 Chironominae sp. water mite diet isolate 3209-BHL032417-GBD26054_16016-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATCTTTTTTTTTTGGAGCTTGCTCAGGTATAGTATGTACTTCTTTTTGAATTTTAATCCGAACGGAATTAGGTCAT

GCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGACTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAGTGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3211 Chironominae sp.  water mite diet isolate 3211-BHL032417-GBD20173_26342-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGCTGATGATCAAATTTATATTGTAATTGTTATTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATCTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTGCCACGAATA

AATAATATAAGATTTTGATAATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3212 Chironominae sp. water mite diet isolate 3212-BHL032417-GBD23272_21447-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGTTGATTACCAAATTTATAATGTAATTGTTATTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGATCCCCTGATATGGCTTCTCCACGAATA

AATAATATAAGATTTTGATTGTTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3215 Chironominae sp. water mite diet isolate 3215-BHL032417-GBD3803_13819-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGGGGCTTGATCAGGTTTAGTAGGAACTTCTTTAAGATTATTATTCCGAACGGAATTGGGTC

ATCCTGGAACTTTTATTGGTGATGACAAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCATTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3216 Chironominae sp. water mite diet isolate 3216-BHL032417-GBD20859_17459-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGGGCTTGGTCAGGTATAGTTGGAACTTTTTTTAGAATTTTAATCCGGACGGGATTAGGTCCTCCTGGGACATTT

ATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAATACCTATTTTAA

TTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGA

TTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3217 Chironominae sp. water mite diet isolate 3217-BHL032417-GBD24949_12095-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGATCCCCTGATATGGCTTTTCCACGAAAA

AAAAAAAAAAGATTTTAATTATTTCCACCATCTCTTACTTTATAACTTGCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3220 Chironominae sp. water mite diet isolate 3220-BHL032417-GBD15093_7490-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTTATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATATAATTGTTACTGATCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGAAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATAACCAACATCTCTTACTTGATTACTGTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3221 Chironominae sp. water mite diet isolate 3221-BHL032417-GBD20414_26770-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGAAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAAAGTAATTGTTACTGCTCATGCCTTTATTATAATTTTTTTTTATGGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCGTCTCTTACTTTATTACTTTCAAGGATAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3225 Chironominae sp.  water mite diet isolate 3225-BHL032417-GBD25980_11379-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCATTTTTATTTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGAAGCTCCAGATATGGCTTTCCCTCCAATAA

ATAATATAAGCTTTTGACTTCTTCCCCCCTTCATTAACTCTTTTACGATCAAGTACTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3226 Chironominae sp. water mite diet isolate 3226-BHL032417-GBD24878_12002-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTCTTTTTGGAGCTTGATCAGGTATATTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGT

CATACTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTCATTATTACCACCATCTCCTACTAAATTACTTTCAAGAAGAATAGTATAAAATGGCGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3227 Chironominae sp. water mite diet isolate 3227-BHL032417-GBD6212_19169-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTGTATTTT-

TTTTTGGGGCTTGATCAGGGATAGTAAGAACTTCTTTTAGAATTTTAATCCGGACGGGATTAGGTCATCCTGGAACATTT

ATTGGTGATTAACAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAATACCTATTTTAA

TTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGA

TTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3228 Chironominae sp. water mite diet isolate 3228-BHL032417-GBD11887_26227-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAATGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGTTTTGGAAATTGTTTATTACCACTAATATTAGGAGCCCCTGATATAGTTTTTCCACGAAT

AAATAATATAAGATTATGATTATTACCACCATCTCTTACCTTATTTCTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3229 Chironominae sp. water mite diet isolate 3229-BHL032417-GBD21762_18424-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGACCTTGTTCGGGTTTAGTGGGAACTTCTTTAAGATTATTATTCCGAACGGAATTAGGTCA

TCCTGAAACGTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AAAAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3230 Chironominae sp. water mite diet isolate 3230-BHL032417-GBD18463_8641-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATTGTAGGAACTTCTTTAAGATTATTATTCCGAACGGTATTAGGTC

ATTCTGGAACATTTATTGGTTATGACCAAATTTATAATGTATTTGTTACTGCCCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTAAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTATCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3235 Cricotopus sp. water mite diet isolate 3235-BHL032417-GBD11144_15847-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAAAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTCCTGCTCATGCTTTTGTATTAATTTTTTTTTTATAG

TAATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGA

ATAAATAACATAAGATTTTGATTATTTCCCCCGTCTTTAACATTACTATTATCAAGCTCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3237 Chironominae sp. water mite diet isolate 3237-BHL032417-GBD26793_21173-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCGGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTCTTCAACGA

ATAAATAATATAAAATTTTGATTATTACCACCATCTCTTACTCTATTACATTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3242 Chironominae sp. water mite diet isolate 3242-BHL032417-GBD28121_12959-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTGATCAGGTATTGTAGGAACTTCTTTTAGAATATTAATCCGAACGGGATTTGGTCATCCTGGAACATTTA

TTGGTGATTACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAATT

GGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCGCGAATAAATAATATAAGATT

TTGATTATTACCACCATCACTTACCTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3245 Chironominae sp. water mite diet isolate 3245-BHL032417-GBD16919_6855-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGGACTTGATCAGTTTTGTTGGGACCTTTTTTAGAAATTTTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3246 Chironominae sp. water mite diet isolate 3246-BHL032417-GBD4458_8694-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGCTATAGTTGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTATTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTAGTTATTACCACTAATATTAGGAGCCTCTGATATGGCTGTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTGCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3247 Chironominae sp. water mite diet isolate 3247-BHL032417-GBD24937_8604-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGGGCTTTGTCAGGTTTAGTAGGAAATTCTTTTAGAATTTTAATCCGAACGGAATTAAGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCACATGCCTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3248 Chironominae sp. water mite diet isolate 3248-BHL032417-GBD2554_17187-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGGGCTTGATCGGGTTTAGTAGGAACTTCTTTAAGATTATTATTCCGACCGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTCTAATGTAATGGTTACTGCTCATGTTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3250 Chironominae sp. water mite diet isolate 3250-BHL032417-GBD18448_24534-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGAACAGGTATAGTAGGAACTTCTTTTAGAATATTAATTCGAACGGAATTAGGTCA

ACCTGGAACATTTATTGGTGATTATCAAATTTATAATGTAATTGTTATTGCTCATGCTTTTATTATATTTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTCCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3252 Chironominae sp. water mite diet isolate 3252-BHL032417-GBD17939_23934-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTTATCAGGTATAGTAGGTACTTCTTTTAGAATATTAATCCGTACGGAATTTGGTTATCCTGGAACATTTA

TTGGTAATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAATT

GGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAAATAATATAAGATT

TTGATTATTACCACCATCTCTAACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3254 Chironominae sp. water mite diet isolate 3254-BHL032417-GBD21908_16015-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCCGGTATAGTATGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTT

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTACTCATGCTTTTATTATAATTTTTTTCATAGT

AATACCGATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATGTGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATCACCACCATCTCTTACTTTACTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3258 Chironominae sp.  water mite diet isolate 3258-BHL032417-GBD18633_23771-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCATATTTATAATGTAATTGTTACTGCTAATGGTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCCTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3262 Chironominae sp. water mite diet isolate 3262-BHL032417-GBD21883_13272-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTTGGGGCTTGTTCGGGTTTGTTAGGAACTTCTTTAAAATTATTATTCCGAACGGAATTGGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3264 Chironominae sp. water mite diet isolate 3264-BHL032417-GBD15772_27425-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGACCATGTATAGTAGTAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAACTTTTTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCTTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCTTCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3265 Chironominae sp. water mite diet isolate 3265-BHL032417-GBD18541_5361-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGACCTTGACCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCTGAACAGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCCAATTTATAATGTAATTGTTACTGCCCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGGAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3268 Chironominae sp. water mite diet isolate 3268-BHL032417-GBD24188_8756-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTTATCAGGTATAGTAGGAACTTCTTTCAGAATATTTATCCGGACGGGATTTGGTCATCCTGGAACATTTA

TTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCAATCTTAAT

TGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCAGATATGGCTTTTCCACGAATAAATAATATAAGAT

TTTGATTATTACCACCATCACTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3272 Chironominae sp. water mite diet isolate 3272-BHL032417-GBD27742_13980-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCGGGTCTAGTAGGAACTTCTTTAAGATTTTTAATCCGAACAGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATCTTGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3276 Chironominae sp. water mite diet isolate 3276-BHL032417-GBD3997_22023-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGTTC

ATCCTGTAACATTTATTGGTGATGACCAAATTTATAATTTAATTGTTACTGCTCATGTTTTTATTATAATTTTTTTGTATAGT

AATACATAGTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3278 Chironominae sp. water mite diet isolate 3278-BHL032417-GBD25748_14188-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGTTTGCTCGGGTATAGTAGGAACTTCTTTAAAAATTTTAATCCGTTCGGAATTAGGTC

CTCCTGTAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTAACACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3279 Chironominae sp. water mite diet isolate 3279-BHL032417-GBD29546_16648-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTACTCGGTTTTAGTAGGAACTTCTTTAAGATTATTAATCCGATCGGAATTAGGTCA

TCCTGGCACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3282 Chironominae sp. water mite diet isolate 3282-BHL032417-GBD17722_26834-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAATTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCTTGGAAAATTTATTGGAGATGACCAAATTTATAAAGTAATTGGTATTGTTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3284 Chironominae sp. water mite diet isolate 3284-BHL032417-GBD23023_15053-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTCTTTTTTTGGAGCTTGAACAGGTATAGTAGGAACTTCTTTAAGAATAGTAATCCGAACGGAATTATGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTTATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATGTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAATAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3286 Chironominae sp. water mite diet isolate 3286-BHL032417-GBD16939_11657-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTTGTCCGGTATAGTAGGGACTTCTTTTAGAATATTTATCCGAACGGGATTAGGTCA

TCCTGGAACATTTATTGGTGATTACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATAATTACCACCATCTCTTACTTTATTACTTTCATGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3288 Psectrocladius sp.  water mite diet isolate 3288-BHL032417-GBD28583_13789-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCAGTTCCTTAATTGGAGATGATCAAATTTATAATGGAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCTCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCTGTCAGTAACTTTACTATTATCTAGCTCTCTAGTTTAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3290 Chironominae sp. water mite diet isolate 3290-BHL032417-GBD27797_20395-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTGATCCGGTATTGTTGGGACTTCTTTTAGAATTTTTATCCGGACGGGATTTCGTAATCCTGGAACATTTA

TTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTTTTATAATTTTTTTTATAGTAATACCTATTTTAATT

GGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTCTCCACGAATAAATAATATAAGATT

TTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3294 Chironominae sp. water mite diet isolate 3294-BHL032417-GBD12352_19143-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTAATCAGGTTTAGTAGGAATTTCTTTAAGATTATTATTCCGAACGGAATTGGGCCA

TCCTGGAACATTTATTGGTGATGACCAATTTTATAATGTAATTGCTACTGTTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3295 Chironominae sp. water mite diet isolate 3295-BHL032417-GBD14529_14875-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAAACCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTCCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGTCTTTTACACGAAT

AAATAATATAAGATTTTGATTATAGCCACCATCTCGTACATTATTACGGTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3298 Chironominae sp. water mite diet isolate 3298-BHL032417-GBD9917_6964-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTTATCAGGTATAGTAGGAACTTCTTTTAGAATTTTTATTCGAACGGAATTAGGGCCTCCTGGGACATTTA

TTGGTGATGACTAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAATT

GGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATT

TTGATTATTACCACCATCACTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3299 Chironominae sp. water mite diet isolate 3299-BHL032417-GBD10729_14949-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGGAGCTTGCTCGGGTATAGTGGGAATTTCTTTAGGAATTTTATTCCGACGGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAATTTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCCGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3300 Chironominae sp. water mite diet isolate 3300-BHL032417-GBD23136_6692-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATATTAATTCGAACGGAATTAGGACA

ACCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCAAGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGTTTTGGAAATTGATTATTACCTCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCACTAACTTTATTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3302 Chironominae sp. water mite diet isolate 3302-BHL032417-GBD16799_22901-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGGGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATAACAACAATCTCTAACATTGTTACTTTCAAGGAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3303 Chironominae sp. water mite diet isolate 3303-BHL032417-GBD12925_6558-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTTATCCTGTATAGTTGGAACTTCTTTTTGAATTTTTATCCGGACGGGATTATGTCATCCTGGAACATTTAT

TGGTGATTACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAATTG

GAGGATTTGGAAATTGGTTAGTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTT

TGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3304 Chironominae sp. water mite diet isolate 3304-BHL032417-GBD15309_19718-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGCATAGTAGGAACTTCTTTTAGAATATTAATCCGAACGGAATCAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTATATTATAATTTTTTTTATAGT

AATACCTATTTTAATGGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGATCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCAACTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3307 Psectrocladius sp.  water mite diet isolate 3307-BHL032417-GBD24470_7817-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTAGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTTGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAAATGGAGGATTTGGAAATTGATTAGTAACATTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACATTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3308 Chironominae sp. water mite diet isolate 3308-BHL032417-GBD14200_26826-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATTCGAACTGGATTAAGTCAT

CCTGGAAAATTTATTGGTGATGACCTAATTTATAATGTAATTGTTAATGCTCTTGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTATTTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3310 Chironominae sp. water mite diet isolate 3310-BHL032417-GBD23478_22669-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCGGGTTTAGTAGGAATTTCTTTAAGATTTTTATTCCGACCGGATTTAGGTCA

TCCTGGAACTTTTTTTGGTGATGACCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

GTACCTATTTTAATTGGAGGACTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3311 Psectrocladius sp.  water mite diet isolate 3311-BHL032417-GBD21743_27496-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATCTGAGCAGAACTCGGCCA

CGCCGGTTCCTTAATTGGAGATGTTCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTAAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTCTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3312 Chironominae sp. water mite diet isolate 3312-BHL032417-GBD19691_28249-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGTTTTATTGGGAACTTCTTTAAGATTATTAATCCGATCGGAATTAGATCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTATTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAACTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3316 Chironominae sp. water mite diet isolate 3316-BHL032417-GBD10780_12308-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGGATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGGATTAAGTC

ATCCTTGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTCTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTAACACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACCTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3317 Chironominae sp. water mite diet isolate 3317-BHL032417-GBD8290_6439-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGGGCTTGATTAGGTATAGTAGGAACTTTTTTAGGAATATTAATCGGAACGGAATAAGGTCA

TCCTGGAACATTTATTGGTGATTACAAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTCCCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3319 Chironominae sp. water mite diet isolate 3319-BHL032417-GBD5684_11654-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAACTTGATCATGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTGTTTTAATTGAAGGATTTGGAAATTGGTTATTACCACTAATATTAGGATCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCGTACTTTATGACGGTCAAGAAGAATAGGAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3322 Chironominae sp. water mite diet isolate 3322-BHL032417-GBD18780_27772-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGATCTTGATCAGGTATAGTAGTAACTTCTTTAAGATTTTTAATCCGAACGGTATTAGGTCA

TCCTGGAACATTTATTGGTGATGTCCAAATTTATAATGTATTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTGCCACGAAT

AAATAATATAAGATTTTGATTATGACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3323 Chironominae sp. water mite diet isolate 3323-BHL032417-GBD15129_8524-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGATCTTCTTTAAGAATATTAATCCCGGACGGAATTAGGTC

ACCCTGGAACATTTATTGGTGATAACCAAATTTCTAATGAAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTCGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3326 Chironominae sp. water mite diet isolate 3326-BHL032417-GBD11510_6560-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGTTCAGGAATAGTAGGAACTTCTTTAGGATTATTATTCCAAACGGAATTGGGCC

ATCCTGGAACTTTTATTGTTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3327 Chironominae sp.  water mite diet isolate 3327-BHL032417-GBD26734_16944-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TTCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTTCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGTTTTTCCACGAATA

AATAATAAAAGAAATTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTATAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3328 Chironomidae sp. water mite diet isolate 3328-BHL032417-GBD6511_8186-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATCCTGGAACATTT

ATTGGTGATGACCAAAATTATAATGTAATTGTAACTGCTCACGCGTTTGTAATGATTTTCTTCTTAGTAATGCCTGCAATG

ATTGGAGGTTTTGGTAACTGGTTTGTTCCTTTAATGATTGGAGCTCCTGATATGGCCTTCCCTCGATTAAATAATATAAGA

TTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3331 Chironominae sp. water mite diet isolate 3331-BHL032417-GBD28544_18786-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTCA

TCCTGGTACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCCTTTATTATAATTTTTTTTTATAGT

AATACCTTTTTTAATTGGAGGATTTGGAAATTGGTTATTATCACTAATATTAGGAGCCCCTGATATGGCTTTTCCTCGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTAGCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3334 Chironominae sp. water mite diet isolate 3334-BHL032417-GBD14662_5883-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGAGCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTTTAACATTTATTGGTTATGACCAATTTTAGAATGTAATTGTTACTTCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACAACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGTATA

AATAATATAAGATTTTGATTATTACCCCCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3336 Chironominae sp.  water mite diet isolate 3336-BHL032417-GBD17934_28137-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCACTATATTTTTTTTTTTGGAGCTTGATCAAGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGTTGATGACCAAATTTATAATGTAATTGTTACGACTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATATCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3340 Chironominae sp. water mite diet isolate 3340-BHL032417-GBD9274_14376-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTGATCAGGGATAGTAGGAACTTCTTTATGAATTTTAATTCGGACGGGATCTGGTCATCCTGGAACATTT

ATTGGTGATGACTAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAA

TTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGA

TTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3341 Chironominae sp.  water mite diet isolate 3341-BHL032417-GBD9111_18503-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGCGCTTGATCAGGTATAGTAGGAACTTATTTAAGTATATTAATCCGAACGGAAGTAGGTCA

TCCTGGAACATTTTTTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTAAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTATTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3345 Chironominae sp.  water mite diet isolate 3345-BHL032417-GBD24510_6161-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAATGATATTAATCCGAACGGAATTAGGTC

GTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGTTCATGCCTTTATTATAATTTTTTTTATAGT

AATACCTATTTAAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3348 Chironominae sp. water mite diet isolate 3348-BHL032417-GBD15635_7793-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTGATCAGGTATAGTAAGAACTTCTTTTAGAATATTAATCTGAACGGAATTAGGTCATCCTTGAACATTTA

TTGGTGATGACCAAATTTATAATGTAATTGTTACTGTTCATGCTTTTATTATAATTTTTTTTTATAGTAATACCTATTTTAAT

TGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGTCCCTGATATGACTTTTCCACGAATAAATAATATAAGAT

TTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3349 Chironominae sp. water mite diet isolate 3349-BHL032417-GBD23330_15444-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGCTTAATCAGGTATAGTAGGAACTTCTTTTAGATTATTAATCCGGACGGAATTAGGTCATCCTGGAACATTT

ATTGGTGATGACCAAATTTATAATGTATTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAATACCTATTTTAA

TTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGGGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGA

TTTTGATTATTACCACCATCTCTTACTTTATTACTAGCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3354 Chironominae sp. water mite diet isolate 3354-BHL032417-GBD10051_20282-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGGGCTTGCTCAGGTATAGTAGGAACTTCTTTAAGATTATTAATCCGAACAGATTTAGGTC

AACCTGGAACATTTATTGGTGATGACAAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTAGAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGTTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3355 Chironominae sp. water mite diet isolate 3355-BHL032417-GBD17565_3617-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTT-

TTTTTGGAGCTTGAGCAGGTATAGTAGGAACGTCGTTAAGAAGATTAAGCCGAACGGAAGTAGGTCATCCTGTTACATT

TATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTTATACCTATTTTTA

ATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAG

ATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3357 Chironominae sp. water mite diet isolate 3357-BHL032417-GBD23077_5544-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGACCTTGATCGGGATTAGTGGGAATTTTTTTAGGATTTTTATTCGGATTGGAATTAGGTAAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3358 Chironominae sp. water mite diet isolate 3358-BHL032417-GBD16667_9319-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCTGGTATAATAGGAACTTCTTTAAGAATATTAATTCGAACGTAATTAGGTCA

ACCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGTTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCCTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3359 Chironominae sp. water mite diet isolate 3359-BHL032417-GBD27929_12250-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTCTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATCCGAACGGACTTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTAATATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCTATGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCAGCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3360 Chironominae sp. water mite diet isolate 3360-BHL032417-GBD27128_17071-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCGGGTTTATTAGGAACTTCTTTAATATTCTCAATCCGATCGGATTTAGGTCA

TCCTGGAACATTTATTGGTGTTGACCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTATCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3362 Chironominae sp. water mite diet isolate 3362-BHL032417-GBD22609_21310-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGATTGATCCGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGGATTAGGTC

ATCCTGGAACATTTTTTAGTGATTACCAAATTTATAATGTAATTGTTACTGCTCATTCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3363 Chironominae sp. water mite diet isolate 3363-BHL032417-GBD14015_5497-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTTGGAGCTTGAGCAGGAATAGTAGGAACTTCTTTAAGAATATTAATCCGAACAGAATGAGGTC

ATCCTGTAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTTCTCATGCTTTCATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3365 Psectrocladius sp.  water mite diet isolate 3365-BHL032417-GBD19218_14903-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCCGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCCGGCTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTCATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGGTTTTGAATACTTCCCCCGTCATTAACTTTACTATTATCTAGCACGCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3370 Chironominae sp. water mite diet isolate 3370-BHL032417-GBD25019_9127-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATTGTAGGAACTTCTTTATGAATATTAATCCGAACGTAATTAGGTCAT

CCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAGTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTATGAGCCCTTGATATGGCCTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCAACTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3371 Chironominae sp. water mite diet isolate 3371-BHL032417-GBD17033_10904-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACAGAATTAGGGC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCTCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTATTACCACCATCTCTTACTTTATTACTTTTAAGAAGAATAGTAGAAGATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3373 Chironominae sp. water mite diet isolate 3373-BHL032417-GBD24511_9852-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCGGGTTTAGCAGGAACTTCTTTAAGAATATTAATCCGAACGAAATTGGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTATTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGTCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTAGTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3374 Chironominae sp. water mite diet isolate 3374-BHL032417-GBD25778_7440-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTTAGAATATTAATTCGAATGGAATTCTGACATCCT

GGAACATTTATTTGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAATA

CCTTTTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAAT

AATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3376 Chironominae sp. water mite diet isolate 3376-BHL032417-GBD3147_14368-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGAAGGAACTTCTTTAAGATTATTAATCGGACCGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACAAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCAATTTTAATTGGAGGATTTGAAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCATGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCAGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3377 Chironomus riparius water mite diet isolate 3377-BHL032417-GBD22219_12443-Ldc30 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACACTATTTTTTGGGGCTTGATCCGGCATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAAT

TAGGACAACCCGGAACTTTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCCCATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3379 Chironominae sp. water mite diet isolate 3379-BHL032417-GBD24794_15852-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTAGAGCTTGCTCAGGTATAGTAGGAAATTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGTACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGATCATGCTTTTATTATAATTTTTTTATATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGTAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3381 Chironominae sp. water mite diet isolate 3381-BHL032417-GBD19054_21974-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCGGGTATAGTAGGAACTTCTTTAAGATTATTATTCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTAGTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAACATAAGATTTTGATTATAACCACCATCTCTAACCTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3384 Chironominae sp. water mite diet isolate 3384-BHL032417-GBD3823_13828-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGGGCCTTGATC-

GGTATTATTAGGAACTTCTTTAGAATTTTTATTCCGACCGGACTTGGGTCATCCTGGAACTTTTATTGGTGATGACCAAAT

TTATAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTTGGAAATT

GGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTACCACCAT

CTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3386 Chironominae sp. water mite diet isolate 3386-BHL032417-GBD21659_24487-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATCCGAATGGAATTAGGTC

ATCCTGGAATATTTTTTGGTGATGACCAAATATATAATGTAATTGTTACTGCTCATGCTTTTATTATAATATTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCGCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3387 Chironominae sp. water mite diet isolate 3387-BHL032417-GBD7203_22455-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTGTTTTGGAGCTTGATCAGGTTTAGTAGGAACTTCTTTAAGAATATTATTACGTACGGAATTGGGTC

ATCCTGGAACATTTATTGGTGATGCCCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGCTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3389 Chironominae sp. water mite diet isolate 3389-BHL032417-GBD7955_19234-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGGGCTTGATCGGGTATTGTTGGAACTTCTTTTAGAATATTTATCCGGACGGAATTTGGATATCCTGGAACATTTA

TTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAATT

GGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATT

TTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3390 Chironominae sp. water mite diet isolate 3390-BHL032417-GBD22468_12941-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTTTTTTTTGGAACTTGATAAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGGACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTTCCACTAATATTAGGAGCCCCTGATATAGCATTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCACTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3391 Chironominae sp. water mite diet isolate 3391-BHL032417-GBD18223_3332-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTTGGAGCTTGAGCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTGTTGCTGATGACCAATTTTAAAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3397 Paratanytarsus sp. water mite diet isolate 3397-BHL032417-GBD29405_17248-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCTCATCGGGAACCCGGCGGCGAGCAAGAAGA-

GGGGGGAAAAGGGAGCGGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3400 Chironominae sp. water mite diet isolate 3400-BHL032417-GBD25941_6905-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTAATCAGTAATATAAGTAACTTCTTTATGAATTTTAATCCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACGGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3402 Chironominae sp. water mite diet isolate 3402-BHL032417-GBD21516_18025-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGCTCTGGTTTAGTAGTAACTTCTTTTATAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTAACACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGATTA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3405 Chironominae sp. water mite diet isolate 3405-BHL032417-GBD14417_3780-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTTTTTTTTTGGAGCTTGAGCAGGGATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACTTTTATTGGTTATGACAAAATTTAGAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3407 Chironominae sp. water mite diet isolate 3407-BHL032417-GBD12587_8360-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGCGCTTGACCAGGATTAGTAGGAATTTTTTTAGGATTTTTATCCGGAAGGGAATTAGGTCT

TCCTGGAACATTTTTTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3408 Chironominae sp. water mite diet isolate 3408-BHL032417-GBD8822_14266-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGGGCTTGATCAGGTATAGTAGGTACTTCTTTTAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCCCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTATCACTGATACTAGGAGCCCCTGATATGACTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3409 Chironominae sp. water mite diet isolate 3409-BHL032417-GBD5224_15301-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCGGGTATAGTAGGAACTTCTTTAAGAATTTTAATCCGAACGGAATTAGGTC

ATCTTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGGTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCATACTTTATTACTTTCAAGAAGACTAGTAGAAAATGGAGCTAGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3411 Chironominae sp. water mite diet isolate 3411-BHL032417-GBD27021_18015-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCGGGTATATTAGGAACTTCTTTAAGAATATTAATCTGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3413 Chironominae sp. water mite diet isolate 3413-BHL032417-GBD25208_15643-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTTTTTTAGAATATTAATTCGAACGGAATTAGGTCC

TCCTGGAAAATTTTTTGGTGATGACCAAATTTATAATACAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATATGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3414 Chironominae sp. water mite diet isolate 3414-BHL032417-GBD22062_12992-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTTATCAGGTATATTAGGAACTTCTTTAAGAATATTAATCCGAACGGCATTAGGTCA

TCCTGGAACATTTATTGGTTATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTGTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATGATTACCACCATCGCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3416 Chironominae sp. water mite diet isolate 3416-BHL032417-GBD24757_19609-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATCTTTTTTTTTTTGGAGCTTGATCTGGTTTAGTAGTAACTTCTTTTAGATTTTTAATCCGAACGGAATTAGTTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTAGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTAATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3419 Chironominae sp. water mite diet isolate 3419-BHL032417-GBD26771_10813-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAATTTTTTTAAGAATATTAATCCGTACGGAATTAGGT

AATCCTGGAACATTTATTGGTGATGTCCAAATTTATAATGTAATTGTTATTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATGATATAAGATTTTGATTATTACCACCATCTCTTACTTTAGTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3421 Chironominae sp. water mite diet isolate 3421-BHL032417-GBD8508_18900-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGAGGTTGATCAGGTATTGTAGGAACTTCTTTTAGGATTTTTATCCGGACGGGATTAGGGCATCCTGGAACATTT

ATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGTTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAAT

TGGAGGATTTGGAAATTGGTTTTTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGAT

TTTGATTATTACCACCATCTCTTACCTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3425 Chironominae sp. water mite diet isolate 3425-BHL032417-GBD26865_23260-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGGATAGGTGGAACTTCTTTTAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATTCCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCCCTAAAATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGAATTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3426 Chironominae sp. water mite diet isolate 3426-BHL032417-GBD7961_4448-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGTTATATTAGGAACTTCTTTAAGAATATTATTCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGTGGATGACCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACTACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTACATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3428 Chironominae sp. water mite diet isolate 3428-BHL032417-GBD17843_28470-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGAAGCTTGATCAGGTATATTAGGATCTTCTTTAAGAATTTTAATCCGACCGAAATTAGGTCA

TCCTGGAACATTTATTGTTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3430 Chironominae sp. water mite diet isolate 3430-BHL032417-GBD11733_28237-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTG-

AGCTTTATCAGGGATTGGAGGGACTTCTTTTAGAATTTTAATCCGGACGGGATTAGGGCATCCTGGAACATTTATTGGTG

ATGACCAAATTTATAATGTAATTGCTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAATTGGAGG

ATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTATTCCACGAATAAATAATATAAGATTTTGATT

ATTACCACCATCTCTTATTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3431 Chironominae sp. water mite diet isolate 3431-BHL032417-GBD8309_23280-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGGTTGGTTAGGGATAGTAGGAACTTTTTTTAAAATATTAATTCGGACGGAATTTGGT

CATCCTGGAAAATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATTCCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3432 Chironominae sp. water mite diet isolate 3432-BHL032417-GBD10368_13050-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTATGTCA

TCCTGTAACATTTATTAGTGATTACTAAATTTATAATGTAATTGTTACTGCTCATGATTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3433 Chironominae sp. water mite diet isolate 3433-BHL032417-GBD21142_23588-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGTTCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAACTTGGTTATTACCACTAATATTAGGAGCCCATGATATGGCTTTTACACGAAT

AAATAATATAAGACTTGGATTATTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3434 Chironominae sp. water mite diet isolate 3434-BHL032417-GBD28217_19698-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTATTTCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTTTTATAATTTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGTTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCATTTCCACGAATA

AATAATATAAGATTTTGATTATTACCCCCATCTCTTACTTTATTACTATCAAGAACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3439 Chironominae sp.  water mite diet isolate 3439-BHL032417-GBD17311_5573-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT--

TTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAAGTAGGTAATCCTGGAACATTTA

TTGGTGATGACCAAAGTTATAAGGTAATTGTTACTGCTCAGGCTTTTATTATAAGTTTTTTTTATAGTAATACCTATTTTAA

TTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGA

TTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3440 Chironominae sp. water mite diet isolate 3440-BHL032417-GBD25909_11460-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTT-

TTTTTGGGGCTTGATCGGGTATAGTAGGAACTTTTTTTAGAATTTTAATCCGGAGGGAATTAGGTCATCCTGGAACATTT

ATTGGTGAAGATCAAATTTATAATGTAATTGTTAATGCTCATGCTTTTATTATAATTTTTTTTTATAGTAATACCTATTTTA

ATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAG

ATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3445 Chironominae sp. water mite diet isolate 3445-BHL032417-GBD22186_18681-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGATCGTGATCAAGTATAGTAGGAACTTTTTTAAGAATTTTTATCCGAACGGAATTAGGTC

CTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3446 Chironominae sp. water mite diet isolate 3446-BHL032417-GBD9530_14278-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTT-

TTTTTGGAGCTTTGTCCGGTATTGTAGGAACTTCTTTAAGGATATTTATCCGGACGGAATTAGGTCATCCTGGAACATTT

ATTGGTGATGACTAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAAT

TGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGAT

TTTGATTATTACCACCATCTCTTACTTTATTACCATCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3447 Chironominae sp. water mite diet isolate 3447-BHL032417-GBD10351_3916-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGACCTTTCTAGGTTATAGTAGGAACTTTTTTAAGAATTTTAATCCGAACGGAATTGGCTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGTTCATGCGTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3448 Chironominae sp. water mite diet isolate 3448-BHL032417-GBD14156_14685-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGGCCTTGATCGGGTTTATT-

GGAACTTTTTTTAGGATTATTATTCCGAAGGGAATTAGGTCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATG

TAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATT

ACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTAC

TTTATTATTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3450 Chironominae sp.  water mite diet isolate 3450-BHL032417-GBD6582_8004-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTTTTTTTGGAGCATGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCAT

CCTGGAAAATTTATTGGTGCTGACCAAATTCATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTAGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3452 Chironominae sp. water mite diet isolate 3452-BHL032417-GBD27805_21539-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTGGGAACTTCCTTAAGAATTTTAATCCGAACGGAATTAGGT

CTTCCTGGAAGATTTATTGGTGATGACCAAATTTATAATCTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTACTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGA

GTAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3456 Chironominae sp. water mite diet isolate 3456-BHL032417-GBD21235_13088-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTCTAGTAGGAACTTCTTTAAGGATATTAATCCGAACGGGATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATCGGAGGTTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGATTATTATCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3457 Chironominae sp.  water mite diet isolate 3457-BHL032417-GBD12170_12359-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTGTATTTTTTTTTTGGAGTTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGCATTTGGTCA

TCCTGGAACATTTATTGGTGATGCCTAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACATTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3465 Oligochaeta sp. water mite diet isolate 3465-BHL032417-GBD27955_9532-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGAAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGCATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTGTCCCTCGCCTTAACTATTAAAGATTCTGACTACTCCCACCTTCGCTAATCCTATTAGTTTCTTCTGCTGCC

GTATAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL3467 Chironominae sp. water mite diet isolate 3467-BHL032417-GBD22415_10727-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCCTTATATTTTTTTTTTTTGGAGCTTGCTCGGGTATAGTAGGAATTTCTTTAAGTATTTTTATCAGAACGGAATTAGGTC

ATCCTGGAATATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGTTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3468 Chironomus sp. water mite diet isolate 3468-BHL032417-GBD25248_24587-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTAATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACAAACCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTCTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3470 Chironominae sp. water mite diet isolate 3470-BHL032417-GBD17381_8019-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGTTATAGTAGGAACTTCTTTAAGATTATTAATCCGACCGAAATTAGTTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATTTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGTCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTGTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3474 Chironomus sp. water mite diet isolate 3474-BHL032417-GBD24263_22825-Ldc30 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

ACATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTAGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGG

CCCCTGATATATCTTTCCCCTGAATAAATAATATAAGATTTTAATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAG

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3477 Parachironomus sp.  water mite diet isolate 3477-BHL032417-GBD15258_22004-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTACCTTGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTAACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3478 Parachironomus sp. water mite diet isolate 3478-BHL032417-GBD4097_10888-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTGATTGGTGATGATCAAATTTACATTGTATTTGTAACGGCACATGCTTTTATTATATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCCGGAA

TAAAAAATATAAGTTTTTGACTTCTTCCCCATTTCTTTGACTCTTTTACTTTCTAGTTCAAACGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3480 Chironomus riparius water mite diet isolate 3480-BHL032417-GBD24629_11221-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTAAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAATTAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3483 Chironomus entis water mite diet isolate 3483-BHL032417-GBD5765_10837-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTTTTATAGTTATACCTATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGG

GGCCCCTGATATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACATACATTACTCCTTTCAAGT

TCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3484 Cricotopus sp. water mite diet isolate 3484-BHL032417-GBD26906_15875-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTTTTTA

TAGTTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTATGAGCTCCTGATATAGCTTTCCCTC

GAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCCTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3489 Chironomus crassicaudatus water mite diet isolate 3489-BHL032417-GBD13318_12482-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTTTATATATTATTTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACTTTCTAGTTCAATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>RL3490 Lebertia sp.  water mite diet isolate 3490-BHL032417-GBD9348_6499-Ldc31 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTTCATA

GTAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTTCTTCCTCCATCCGTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCCG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3491 Parachironomus sp.  water mite diet isolate 3491-BHL032417-GBD11476_11999-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAAAAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGAACG

ATCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTCTTATATTAGGGACTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTCCCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATAGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3492 Orthocladius sp. water mite diet isolate 3492-BHL032417-GBD17861_13203-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAATAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTTTATGG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR741487, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3493 Chironomidae sp. water mite diet isolate 3493-BHL032417-GBD4649_19099-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGTATTCCCTCGAA

TAGATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3495 Chironomus sp. water mite diet isolate 3495-BHL032417-GBD18836_16090-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGA

ATGCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACA

TGCTTTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGG

GCTCCAGACATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCCTTCCTTGACTCTTTTACTTTCTAGT

TCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR941561, identified in GenBank as 

Chironomus quinnitukqut. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL3496 Parachironomus sp. water mite diet isolate 3496-BHL032417-GBD17946_6287-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTAAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3497 Chironomus crassicaudatus water mite diet isolate 3497-BHL032417-GBD22331_15418-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGCCCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCTATCTTTAACTCTTCTTCTTTCTAATTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL3498 Chironomus sp. water mite diet isolate 3498-BHL032417-GBD15686_16758-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAACT

AGGACGACCCGGAACTTTCATTGGAGATGACCATATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3500 Orthocladius sp. water mite diet isolate 3500-BHL032417-GBD11690_17417-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTGTTATAATTTTTTTTTATG

GTTATACCTATTTTAATTGGAGGGTTTGGAAAGTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCG

AATAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR291764, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3501 Chironomus sp. water mite diet isolate 3501-BHL032417-GBD14599_15590-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTCGGTGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTAGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3502 Chironomidae sp. water mite diet isolate 3502-BHL032417-GBD12107_15283-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGATACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGACA

CCCCGGGGCATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAAATTGATTAGTATTACTAATATTAGGTGCACCAGATATAGCTTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3503 Parachironomus sp. water mite diet isolate 3503-BHL032417-GBD19403_6588-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTATTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3504 Chironomus sp. water mite diet isolate 3504-BHL032417-GBD14750_10737-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAAT

ACTTATTCGAGCTGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCACG

CATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGGC

CCCTGATATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACTTCCCCCATCACATACATTACTCCTTTCAAGTTCA

TTTGTAGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3505 Chironomus sp. water mite diet isolate 3505-BHL032417-GBD13134_18506-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACATTATTTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGTAT

GTTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTATGGG

CCCCTGATATAGCTTTCCCCCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCT

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3506 Chironomus sp. water mite diet isolate 3506-BHL032417-GBD18637_9211-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGAGGCTTGATCCGGAATAGTGGGAACTTCATTAACAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTCCC

TCGAATAAATAATATAAGTTTTTGACATCTTCCCCCATTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3507 Chironomus sp. water mite diet isolate 3507-BHL032417-GBD15842_20860-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATT

AGGACGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGAACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTC

CTAGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3508 Parachironomus sp. water mite diet isolate 3508-BHL032417-GBD24690_6370-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTCTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3509 Chironominae sp.  water mite diet isolate 3509-BHL032417-GBD6723_22997-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTTGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGGA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3510 Glyptotendipes sp. water mite diet isolate 3510-BHL032417-GBD16189_11789-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGCACATTATATCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACGTCTTTAAGTATGCTAATTCGAGCAGAA

ATAGGACGACCTGGAACTTTTATTGGAGATGACCAGATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATATTTTTT

TTTTATAGTTATACCTATTTTAATTGGAGGACTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTT

CCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3511 Parachironomus sp. water mite diet isolate 3511-BHL032417-GBD18500_27351-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTCTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGTCTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3512 Lebertia sp. water mite diet isolate 3512-BHL032417-GBD19010_6971-Ldc31 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3513 Parachironomus sp. water mite diet isolate 3513-BHL032417-GBD11714_17502-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGG

ACACCCGTAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCAAA

TAAATAATATAAGTTTTTAACTTCTTCCCCCTTCTTTGACTCTTTAACTTTCTAGTTCAATTGTAGAAAATGGGGCTGGAGC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3514 Glyptotendipes sp. water mite diet isolate 3514-BHL032417-GBD3604_17506-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGCACATTATATCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACGTCTTTAAGTATACTAATTCGGGCAGAA

ATAGGACGACCTGGAACTTTTATTGGAGATGACCAGATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATATTTTTT

TTTTATAGTTATACCTATTTTAATTGGGGAATTTGGAAATTGATTAGTCCCTCTTATGCTGGGAGCTCCTGATAAGGCTTT

CCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGA

GCGGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3515 Chironominae sp. water mite diet isolate 3515-BHL032417-GBD11005_11236-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTCTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3517 Parachironomus sp.  water mite diet isolate 3517-BHL032417-GBD5608_21238-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCAGATCTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCGCATGCTTTTATTCTAGTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTACTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCCTTCTTTGACCCTTTTACTTTCTAGTTCAATTGTAGAAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3518 Chironominae sp.  water mite diet isolate 3518-BHL032417-GBD11636_24831-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3519 Parachironomus sp.  water mite diet isolate 3519-BHL032417-GBD3980_12374-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTCTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGACGATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACAAGGCTTTCCCTCGAA

AAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTATACTTACTAGTTCAATTGTAGAAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3520 Parachironomus sp.  water mite diet isolate 3520-BHL032417-GBD27539_13382-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATAAGGAAAAAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAGTTAGGAC

GACCCGGAACTTTTATGGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGTATCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3521 Parachironomus sp.  water mite diet isolate 3521-BHL032417-GBD19026_19142-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTATGACG

ACCCGGAACTTTTATTGGTGATGATCAAAATTTACAATGTATTTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAACAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACCCTATTACTTTCTAGTGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3522 Paratanytarsus sp.  water mite diet isolate 3522-BHL032417-GBD4956_10784-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGTCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTTAACTAGGATA

TCCTGGAACTTTTTTTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTGTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3523 Chironomus sp. water mite diet isolate 3523-BHL032417-GBD19879_24164-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTAAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACCTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TAGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCTCTTTTACTCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3524 Parachironomus sp. water mite diet isolate 3524-BHL032417-GBD22509_13845-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACGACCC

GGAACTTTTATTGGTGATGATCAAATTTACAATATAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATAGCTTTCCCTCGAATAAA

TAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGGCTCTTTTAC-TTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3525 Parachironomus sp. water mite diet isolate 3525-BHL032417-GBD28426_19908-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATACTTATTCGAGCTTAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAAATGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACTTCGCCTTCCCTCGAATA

AATAATAAAAGTTTTTTGACTTCCTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3526 Glyptotendipes sp. water mite diet isolate 3526-BHL032417-GBD3971_20178-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGCACATTATATCTTATTTTTTGGGCTTGATCCGGAATAGTGGGAACGTCTTTAAGTATGCTAATTCGAGCAAAA

ATAGGACGACCTAGAACTTTTATTGGAGATGACCAGATTTATAATGTTATTGTAACAGCTCACGATTTTATTATATTTTTT

TTTTTATGATTATACCTATTTTAATTGGGGAATTTGGAACTTGATTAGTCCCTCTTATGCTGGGAGTTCCTGATAAGGCTT

TCCCCCGAATAAATAATATAAATTCTTGGCTTCTCCCTCCCTCTTTAACTCTTCTTCTTTCTAGTTCAATTGTCGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3527 Chironomidae sp.  water mite diet isolate 3527-BHL032417-GBD4812_21676-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCCTTAAGAATTTTAATTCGACTAAAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGAAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3528 Cricotopus sp.  water mite diet isolate 3528-BHL032417-GBD9901_15753-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATTTAGCATTCCCTCGA

ATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3529 Parachironomus sp. water mite diet isolate 3529-BHL032417-GBD28188_10384-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTTATTGTAACTGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGAAATGGCTTTCCCTCCAAA

AAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTACAATTGCAGAAAATGGAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3530 Parachironomus sp.  water mite diet isolate 3530-BHL032417-GBD14721_4807-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

TACCCCTAACTTTTATTGGTTATGATCAAATTTACAATGTAATTGTAACGTCACATGCTTTTATTATAATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTACTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTCGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3531 Orthocladius sp. water mite diet isolate 3531-BHL032417-GBD6991_16802-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTATTTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTCTTTGATTGGAGACAACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATATTTTTTTTTTATGGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR745842, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3533 Phaenopsectra sp.  water mite diet isolate 3533-BHL032417-GBD5274_9942-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTATGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGATCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3534 Cricotopus sp. water mite diet isolate 3534-BHL032417-GBD7784_16424-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3535 Glyptotendipes sp. water mite diet isolate 3535-BHL032417-GBD5139_23430-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGAACACTATATTTTATTTTCGGATCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAAT

TAGGACGACCCGGAACTTTTATTGGCGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTTTTATATATTTTT

TTTTATAGTTATACCTATTTAAATTGGGGAATTTGGAAATTGATTAGTCCCTCTTATGCTGGGAGCTCCTGATAAGGCTTT

CCCCCGAATAAATAATATAAATTCTTGGCTTCTCCCTCCTTCTTTAACTCTTCTTCTTTCTAGTTCAATTGTCGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3536 Chironominae sp. water mite diet isolate 3536-BHL032417-GBD20594_23302-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTTAATTAGGACGA

CCCGGAACCTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3537 Glyptotendipes sp. water mite diet isolate 3537-BHL032417-GBD23369_14198-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCAGAA

ATAGGACGACCTGGAACTTTTATTGGAGATGACCAGATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATATTTTTT

TTTTATAGTTATACCTATTTTAATTGGGGAATTTGGAAATTGATTAGTCCCTCTTATGCTGGGAGCTCCTGATAAGGCTTT

CCCCCGAATAAATAATATAAATTCTTGGCTTCTCCCTCCTTCTTTAACTCTTCTTCTTTCTAGTTCAATTGTCGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3538 Chironomus sp. water mite diet isolate 3538-BHL032417-GBD15375_11083-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATGTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAAATTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCCTGCATAGCCTTTCC

CACAAAAAAATAATATAAGTTTCTGACTTTTACCCCCCTCTATTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3539 Chironomus sp. water mite diet isolate 3539-BHL032417-GBD5801_22284-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATGTTTGGGGCTTGCTCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATATTAAATGGAGGATTCGGAACCTGACATGTCTCCCTAATACTGGGAGCACCTGACATAGCTTTTC

TTAGAAAAAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3540 Parachironomus sp. water mite diet isolate 3540-BHL032417-GBD21800_4554-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATCTGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3541 Chironomus sp. water mite diet isolate 3541-BHL032417-GBD11642_21792-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAGTATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATATATAATATAAGTTTTTGAGTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL3542 Parachironomus sp.  water mite diet isolate 3542-BHL032417-GBD20115_26816-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACT

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAGTA

AAAAATATAAGTATTTGACTTATTCCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3544 Chironomus crassicaudatus water mite diet isolate 3544-BHL032417-GBD5656_11986-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAAATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGTAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTTAATATTAGGAGCTCCAGATATGGC

CTCCCCTCGAATATATAATATAAGTTTTTGAGTACTCCCCCCATCTTTAACTCTTCCTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.8% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>RL3545 Oligochaeta sp. water mite diet isolate 3545-BHL032417-GBD23398_22247-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACGTGCATT

CCTAATAATTTTCTTTCTGGTTATACCCAGTATTTACTGGTGGATTTGGAAATTGACTTCTACTTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACAACTACCACCTTCACTAATCCTATGGGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL3546 Parachironomus sp. water mite diet isolate 3546-BHL032417-GBD11225_16731-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

AACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGAACATGCTTTTATGATAATTTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTATTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3547 Chironomidae sp. water mite diet isolate 3547-BHL032417-GBD3759_14746-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGACA

CCCCGGGGCATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACATCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACGTTCTAGTTCAATTGTAGAAAATGGAGCGGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.5% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3548 Parachironomus sp.  water mite diet isolate 3548-BHL032417-GBD16715_3959-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTGTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGTAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTGTAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGATCCCGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCACTTGTAGAAAATGGCGCTGGAAC

CGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3552 Chironomidae sp.  water mite diet isolate 3552-BHL032417-GBD12679_28363-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAGGACA

TGCAGGCTCATTAATTGGAGACAATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCATTATTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3553 Chironominae sp.  water mite diet isolate 3553-BHL032417-GBD19367_22405-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTCAATTGGAGGTTTTGGAAATTGACTTATTCCTTGAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACGTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3556 Parachironomus sp.  water mite diet isolate 3556-BHL032417-GBD4095_9677-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGATTACTTATTCGAGCTGAATTAGGAC

GACCCGGAAATTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCCCATGCTTTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCGCGA

ATAAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3560 Chironomus sp. water mite diet isolate 3560-BHL032417-GBD22044_27376-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACATTATTTTTTGGTTCTTGATCAGGATTGTTAGGGCCTTCTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

GCATTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGCTTAGTTCCTCTTATATTAGGGG

CTCCAGACATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCA

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3561 Amphichaeta sp. water mite diet isolate 3561-BHL032417-GBD4119_14977-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCATGGAGCCTTTTT

AGGAAGAGACCAACTGTATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCCTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAGTTGAATTCTACCTTTAATACTTGAGGCACCTGATATAGCATTCCCACGCTTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCGATTAGTTGCATAGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL3562 Chironomus sp. water mite diet isolate 3562-BHL032417-GBD2449_17920-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

AAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAAATTTTAATTGGAGGTTTCGGAAATTGACTTGTACCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATATATAATATAAGTTTTTGAGTTCTCCCCCCATCTTTAACTCTACTTCTGTCTAGTTCAATTGTAGAAAAT

GGAGCTGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>RL3563 Parachironomus sp.  water mite diet isolate 3563-BHL032417-GBD25936_20183-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCGAATTTACAATGTAATTGTAACGACACATGCTTTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATCTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTACTTTCCCCTTCTTTGACTCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3565 Chironomus sp. water mite diet isolate 3565-BHL032417-GBD8925_10457-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGC

TTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL3566 Parachironomus sp.  water mite diet isolate 3566-BHL032417-GBD9633_15530-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTTAGAATACTTATTCGAACTGAATTATGACGA

CCCGGAACTTTTATTGGTAATGATCAAATTTACAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAACTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3567 Orthocladius sp. water mite diet isolate 3567-BHL032417-GBD16020_15829-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATGGCT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCGGATATAGCTTTCCCTCGAAT

AAATAATATATGCTTTTGATTATTACCCCCATCTCTAACATTACTATTAGCTAGCTCAATTGTAGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3570 Penicillium sp. water mite diet isolate 3570-BHL032417-GBD4074_13327-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTATATTTTATGTTTTCATTATTTTCAGGATTAATAGGAACAGCGTTTTCAGTG

TTAATAAGATTAGAATTATCTAGACCAGGTGTTCAATATATTTCAGATAATCAATTATATAATAGTATAATTACAGCTCAC

GCTATATTGATGATTTTCTTTATGGTTATGCCAGCTTTAATAGGAGGATTTGGTAATTTCTTATTACCTTTATTAGTAGGA

GGTCCTGATATGGCATTCCCAAGATTAAATAACATTAGTTTCTGATTATTAGTACCAAGTTTATTCTTATTCATATTCTCAG

CTACAATAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KX931017, identified in GenBank as 

Penicillium sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3573 Orthocladius sp. water mite diet isolate 3573-BHL032417-GBD20650_2859-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAACAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTTTTTATG

GTTATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR744139, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3574 Cryptochironomus sp.  water mite diet isolate 3574-BHL032417-GBD16450_12796-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTGATTCGAGCAGAATTAGGA

CGACCAGGAACTCTTATAGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATG

GTTATACCATTTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCAG

AATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3579 Parachironomus sp.  water mite diet isolate 3579-BHL032417-GBD23740_26317-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAACTTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCGTCCCCCTGCTGTGACTCTATTACTTTCTAGTGCAATTGTATAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3583 Parachironomus sp. water mite diet isolate 3583-BHL032417-GBD14634_11291-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGGCTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAG

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTTATG

GTTATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCGGATATAGCTTTCCCTCG

AATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3584 Chironominae sp.  water mite diet isolate 3584-BHL032417-GBD25707_16551-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTACGAATATTAATCCGAACGAAATTAGGTCA

TCCTGAAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTTTTATAGTA

ATACCTATTTTAATTGGGGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3585 Cricotopus sp. water mite diet isolate 3585-BHL032417-GBD6108_11701-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTAATTGTAACGGCACACGCTTTTATTATATTTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCATACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KF000262, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3586 Parachironomus sp. water mite diet isolate 3586-BHL032417-GBD11899_7442-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGATTTTGACTACTACCCCCTTCTTTGACTCTATTAGTTGCTAGTGCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3587 Parachironomus sp.  water mite diet isolate 3587-BHL032417-GBD28891_19102-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCCGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAGCTTTTATTGGTGATGATCATATTTACAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATAAAAGTTTTTGACTTCTTCCCCCTTCTGTGACTCTTTTACTTTCTAGTTCAACTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3588 Psectrocladius sp.  water mite diet isolate 3588-BHL032417-GBD5515_7527-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTTTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3594 Parachironomus sp. water mite diet isolate 3594-BHL032417-GBD13029_17937-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATTCTTATTCGAGCTGAATTCGGACT

ACCCGGATCTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGACACATGCTTTTATTATAATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCGTCATTGACTCTATTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3595 Chironomidae sp.  water mite diet isolate 3595-BHL032417-GBD24341_24793-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GCTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGT

ATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3597 Chironomus sp. water mite diet isolate 3597-BHL032417-GBD27724_18131-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGTAACTTTATACATTATTTTTGGGGCTTGATCCGTAATAGTGGTAACTTCATTAACAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAAGTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCGCCCGCTCTTACTCTTCTT-

TTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3598 Parachironomus sp. water mite diet isolate 3598-BHL032417-GBD19656_20642-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAATTCTTGGCTTCTCCCTCCTTCTTTAACTCTTCTTCTTTCTAGTTCAATTGTCGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3602 Parachironomus sp.  water mite diet isolate 3602-BHL032417-GBD24905_25238-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTCGGAGCTTAATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTAGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3604 Chironomidae sp. water mite diet isolate 3604-BHL032417-GBD15274_25996-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGACA

CCCCGGGGCATTAATTGGAGACGATTAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

AATACCTATTTTAATTGGTGGATTTGGAACTTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATATGCTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGTAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3605 Chironomidae sp. water mite diet isolate 3605-BHL032417-GBD24545_7955-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGAATAGTAGGCACTTCCTTTAGTATTTTAGTTCGAGCTGAATTAGGACAC

CCCGGGGCATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGTGGATTTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCTTCATTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3607 Culex pipiens water mite diet isolate 3607-BHL032417-GBD23303_11461-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTCAGG

TTTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGGTCA

TGCCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCATTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3608 Cricotopus sp. water mite diet isolate 3608-BHL032417-GBD26048_16790-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTTA

TACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3615 Chironomus riparius water mite diet isolate 3615-BHL032417-GBD7294_16782-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTGGATCCGGAATAGTGGGAACTTCATTAACAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGATGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTTACCTCCCTATCTTACTCTTCTT-

TTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3617 Parachironomus sp.  water mite diet isolate 3617-BHL032417-GBD21790_14120-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTAACGACACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTTAATCGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACTCTTTTACTGTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3618 Chironomidae sp. water mite diet isolate 3618-BHL032417-GBD6301_11917-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGAGTTTTACCTCCCTCTCTTACTCTTCT-

TTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.8% 

identical to accession ID KR621135, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3623 Chironominae sp.  water mite diet isolate 3623-BHL032417-GBD8105_11606-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTAGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTAGCAAGTGCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3624 Chironominae sp. water mite diet isolate 3624-BHL032417-GBD13032_7693-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATCTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGTCATC

CTGAAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3626 Parachironomus sp. water mite diet isolate 3626-BHL032417-GBD15750_6609-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGGTCTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTTAGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCGTCTTTGACTCTACTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3628 Cricotopus sp. water mite diet isolate 3628-BHL032417-GBD12083_5764-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATTCGGGCAGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGATTTTGTTATAATTTTTTTTTATA

GTTATACCTATTTTAAATGGTGGGTTTGGAAAATGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTAACTTCTTCCTCCTTCACTTACATTTCTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3629 Parachironomus sp. water mite diet isolate 3629-BHL032417-GBD11260_27441-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTTAGAATACTTATTCGAACTGAATTAGGACT

ACCCGGAACTTTTATTGTTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTTGAGGATTTGGAGATTGAATAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTTCCCTCGAAT

AAATAATATAAGTTTTAGACTTCTTCCCCCTTCTTTGACTCTATTACTTTCTAGTTCAATTGTAGAAAATGGAGATGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3634 Parachironomus sp. water mite diet isolate 3634-BHL032417-GBD16213_17977-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTTTTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCTGACATAGCTTTTCCTAGA

AAAAATAATATAAGTTTCTGACTTTTGCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3635 Parachironomus sp.  water mite diet isolate 3635-BHL032417-GBD5138_11457-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATTCTTATTCGAGCTGAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCCATAGT

TATACCTATTTTAATCGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGTGGCTCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCGTTGACTCTTTTACTTTCTAATTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3637 Glyptotendipes sp. water mite diet isolate 3637-BHL032417-GBD17638_3968-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGCACATTATATCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACGTCTTTAAGTATGCTAATTCGAGCAAAA

ATAGGACTACCTTGAACTTTTATTGGAGACGACCTTATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATATTTTTTT

TTTATAGTTATACCTATTTTAATTGGGGTATTTGGAAATTGATTAGACCCTCTTATGCTGGGAGCTCCTGATAAGGCTTTC

CCCCGAATAAATAATATAAATTCTTGGCTTCTCCCTCCTTCTTTAACTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3638 Parachironomus sp. water mite diet isolate 3638-BHL032417-GBD23947_8238-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATTAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGATATTGATTAGTACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGA

ATAAATAATATATGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3639 Parachironomus sp.  water mite diet isolate 3639-BHL032417-GBD20839_28224-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTTTTGGTAATGATCAAATTTATAATGCAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGTTCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACCCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3640 Parachironomus sp.  water mite diet isolate 3640-BHL032417-GBD14218_24523-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTACGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAGCTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGTGCTCCAGACATGCCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3643 Parachironomus sp.  water mite diet isolate 3643-BHL032417-GBD15620_6935-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGGACTTCTTTAAGAATATTTATTCGAGCTGAATTAGGAC

GCCCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTTGGAAATTGATTAGATCCTCTTATATTAGGAGCTCCTGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3644 Chironomus sp. water mite diet isolate 3644-BHL032417-GBD27543_9742-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAAT

ACTTATTCGAGCTGCATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCACG

CATTTATTATAATTTTTTTCATAGTTATGCCAATTTAAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGGGGC

CCCTGATATAGCTTTCCCCCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAA

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3655 Cricotopus sp. water mite diet isolate 3655-BHL032417-GBD27723_12535-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCGAAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCCCATGCTTTTGTTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGCGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

AAAAATAATATAAGTTTTTGACTACTTCCCCCTTCTCTTACATTACTACTATCAAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3659 Parachironomus sp. water mite diet isolate 3659-BHL032417-GBD27855_21835-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACATTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCCCTTATATTAGGGGCTCCAGACATGGCTTTTCCCCGAA

GAAATAAAAAAAGTTTTTGACTTTTTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3661 Parachironomus sp. water mite diet isolate 3661-BHL032417-GBD19461_10040-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGCTTAGTTCCTCTTATATTAGGGACTCCAGACATGGCTTTCCCCCGAAT

AAAAAATATAAGTTTTTGACTTCTCCCCCCCTTCTTTGACTCTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3664 Chironomus sp. water mite diet isolate 3664-BHL032417-GBD24809_18452-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACATCATTAACAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAAATTTATAATGTTGTAGTCACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGTAAACTGACTTGTCCCCTTAATACTTGGAGCACTTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCGGACTTTTACCACCCTCTCTTACTCTTCTT-

TTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3667 Orthocladius sp.  water mite diet isolate 3667-BHL032417-GBD14719_5298-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGAC

ATGCTTGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGGAACAGCTCATGCTTTTGTTATAATTTTTTTTTATGG

TTATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTCCCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATCGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3668 Parachironomus sp.  water mite diet isolate 3668-BHL032417-GBD11006_25666-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGAGCAGGAATAGTAGGAACTGCTTTAAGAATACTTATTCGAGTTAAATTATGAC

AACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATCTAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3669 Chironominae sp. water mite diet isolate 3669-BHL032417-GBD16346_11577-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGCTATAGTAGGAACTTCGTTATGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAGTGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCCTCGAAT

AAATAATATAAGGTTTTGATTATTACCCCCTTCAGTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3671 Orthocladius sp.  water mite diet isolate 3671-BHL032417-GBD20450_3929-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGACATGCTGGT

TATTTGATTGGAGACGAGCAAATTTATAATGTTATTGTTACAGCTCATACTTTTGTTATAATTTTTTTTTTATGGTTATACC

TATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAAATA

ATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR758170, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3672 Parachironomus sp. water mite diet isolate 3672-BHL032417-GBD25251_22415-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTTAGAATACTTATTCGAGCTGAAGTAGGAC

GACCCGAAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGAACATGCTTTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATCGATTAGTTCCTCTTATATTAGAGGCTCCAGACATGGCTTTCCCTCGA

CTAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTCGTTCAATTGTATAAAATGGCGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3678 Parachironomus sp. water mite diet isolate 3678-BHL032417-GBD16610_3484-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTAATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATC

CTGGAACATTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCTCATGCTTTTATTATAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCACTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTCCCCCCTTCTTTGACTCTTTTATTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3685 Parachironomus sp. water mite diet isolate 3685-BHL032417-GBD14634_23273-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGTC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTACTGCCCCCTTCTTTGACTATTTATCAATCTAGTGCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3687 Parachironomus sp. water mite diet isolate 3687-BHL032417-GBD6561_8232-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACA

ACCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACGGCTCATGCTTTTATTATAATTTTTTTCATAATT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGACTCCAGACATGACTTTCCCTCGAATA

AATAAAATAAGTTTTTGGCTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTATAGAAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3690 Parachironomus sp.  water mite diet isolate 3690-BHL032417-GBD17196_13276-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTCGGAGCTTGATCAGGATTAGTAGGGCCTTCTTTAAGAATACTTATTCGAGCTAACTTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3693 Parachironomus sp. water mite diet isolate 3693-BHL032417-GBD20857_24680-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCCTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTTGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACAAGGCCTTCCCCCGG

AAAAATAATATAAAGTTTTGACTTCTTCCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3704 Chironomus sp. water mite diet isolate 3704-BHL032417-GBD18105_8907-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTAGTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTCTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCTT-

TTTCTAGTTTTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3710 Parachironomus sp.  water mite diet isolate 3710-BHL032417-GBD19313_3715-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

TACCCGGAACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTTGGAAATTTATTAGTTCCTTTTATATTAGGGGCTCCCGACACGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3716 Chironominae sp. water mite diet isolate 3716-BHL032417-GBD16014_4106-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGACAT

GCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGC-

TTTGTTAGAATTTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGC

CCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGA

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3719 Chironomus sp. water mite diet isolate 3719-BHL032417-GBD25701_9196-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGCGCTAAATTA

GGACGACCCGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCCT-

TTTCTAGTTCATTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3722 Parachironomus sp.  water mite diet isolate 3722-BHL032417-GBD14959_27443-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGG

ACGAAACGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCAT

AGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTC

GAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTGACTCTCTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3729 Chironomus sp. water mite diet isolate 3729-BHL032417-GBD16875_23485-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATGTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGAATTGTCCCCCTAATACTTGGAGCACCTGACATTACTTTTTC

CTCGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCAAGATCAATCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3731 Oligochaeta sp. water mite diet isolate 3731-BHL032417-GBD25630_22713-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTAAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACACGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL3734 Parachironomus sp.  water mite diet isolate 3734-BHL032417-GBD24152_13471-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGGGCTTCTTTAAGAATACTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGAGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATAAAAGTTTTTGACTTCTTCCCCCTTCTTAGACTCTTTTACATTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3735 Parachironomus sp.  water mite diet isolate 3735-BHL032417-GBD14374_28269-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTGATTCGAGCGGAATTAGGACG

ACCCGTAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACTGCACATGCTTTTATTATAAATTTTTTCATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAAACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTTGACTTCTCCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3736 Parachironomus sp. water mite diet isolate 3736-BHL032417-GBD24688_6387-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGTAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGA

CAACCCGCAACTTTTATTGGTGCTGATCAAATTTACAATGTAATTGTAACGGCACATGTGTTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTCGAGTCTTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCAAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3746 Parachironomus sp.  water mite diet isolate 3746-BHL032417-GBD21872_27894-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

TCCCGGTAATTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCAAAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGTGGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGAATCTTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3752 Orthocladius sp. water mite diet isolate 3752-BHL032417-GBD22723_17271-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGAAC

GACCCGGAACTTTCATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTTATG

GTTATGCCTATTTTTATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR744139, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3754 Chironominae sp.  water mite diet isolate 3754-BHL032417-GBD14469_18616-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGTAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATAATAATCCGAACTGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAATTTTATAATGTAATTGTTACTGCCCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTCTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3761 Parachironomus sp. water mite diet isolate 3761-BHL032417-GBD16792_14064-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGATTTAGGAC

ATGCTGGTTATTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTTATGG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACCTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3763 Orthocladius sp.  water mite diet isolate 3763-BHL032417-GBD13561_25373-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTATTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTACGGTT

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCCCCAGATATAGCTATCCCTCGAAA

AAATAATATAAGGATTTGAATATTACCCCCCTTCATTAACTTTATTATTGCCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3764 Parachironomus sp.  water mite diet isolate 3764-BHL032417-GBD10538_3293-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGTCG

ACCCGGATCTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGAGTGGGAAATTGATTAGTTCCTCATATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3765 Chironominae sp. water mite diet isolate 3765-BHL032417-GBD19249_26225-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATATTAATCCGAACGGAATTACGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAAAATTAGGGGCCCCTGATATGACTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3768 Parachironomus sp.  water mite diet isolate 3768-BHL032417-GBD19846_6517-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACGGCACATGC-

TTTACTATAATTTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCT

CCAGACATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTAACTCTTTTACTATCTAGTACAA

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ166526, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3780 Chironomus sp. water mite diet isolate 3780-BHL032417-GBD28688_11935-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAACAATGCTTATTCGAACAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGTTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCTCCCGCTCTTACTCTTCTT-

TTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3786 Parachironomus sp.  water mite diet isolate 3786-BHL032417-GBD21936_24440-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGTTGAATTAGGA

CGACCCGTAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGACTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTAACTCTTTTACATTCTAGTTCAATTGTATAAAATGGAGCTGAAAC

A

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3789 Parachironomus sp. water mite diet isolate 3789-BHL032417-GBD2583_15531-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGGGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACCTGCTTTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTTCCACTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTTTATTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3792 Chironomus sp. water mite diet isolate 3792-BHL032417-GBD24189_11614-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATGTTTGGGGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TAGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCACTCCTACACATCTTCAATCTAGTTCTTTCGTATAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3797 Cricotopus sp. water mite diet isolate 3797-BHL032417-GBD28014_19145-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCACGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGACTGTTACAGCACATGCTTTTGTTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAGATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTATTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3800 Chironomus sp. water mite diet isolate 3800-BHL032417-GBD10151_4671-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTAACAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTGTACCTCCCGCTCTTACTCTCCTT-

ATTCTAGTGCTTGCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3805 Chironomus sp. water mite diet isolate 3805-BHL032417-GBD5383_8915-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAACAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGAAATAGCTTTCCC

CCGAATAAATAATATAAGTTTCTGACTTTTCCCTCCCTCTCTACCTCTTCTT-

TATCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3808 Parachironomus sp. water mite diet isolate 3808-BHL032417-GBD6641_25922-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTCATA

GTTAGACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGCATTTCACCTCTTCCCCCCTCTTTGACTCTTTTAATATCTAGTGCAATAGTAGAAAATCGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3809 Glyptotendipes sp. water mite diet isolate 3809-BHL032417-GBD10681_24955-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGCACATTATATCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACGTCTTTAAGTATGCTAATTCGAGCAGAA

ATAGAACGACCTGGAACTTTTATTGGAGATGACCAGATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATATTTTTT

TTTTATAGTTATACCTATTTTAATTGGAGAATTTGGAAATTGATTAGTCCCTCTAATACTGGGAGCTCCTGATAAGGCTTT

CCCCCGAATAAATAATATAAATTCTTGGCTTCTCCCTTCTTATTTAACTCTACTTCTTTCTAGTTCAATTGTCGAAAATAGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3812 Chironomidae sp. water mite diet isolate 3812-BHL032417-GBD4516_12065-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GACACTTTACTTTATTTTTTGAAGCTTGATCGGGATTAGTAGGACCATCTTTAAGAATATTAATTCGAGCAGAATTAGGC

CACCCAGGAACTTTGATTGGGGATGATCAAATTTACAATGTATTTGTAACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGTGGATTTGGAAATTGGCTTTTACCTTTAATACTTGGAGCCCCTGATATGGCCTTTCCACGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCTATGACATTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KP043758, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3817 Glyptotendipes sp. water mite diet isolate 3817-BHL032417-GBD19561_24552-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGCACATTATATCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACGTCTTTAAGTATGCTAATTCGAGCAGAA

ATAGGACGACCTGGAACTTTTATTGGAGATGACCAGATTTATAATGTTATTGTAACAGCTCACGCTTTTATTATATTTTTT

TTTTATAGTTATACCTATTTTAATTGGGGAATTTGGAAATTGATTAGTCCCTCTTATGCTGGGAGCTCCTGATAAGGCTTT

CCCCCGAATAAATAATATAAGTTTTTGACTATTACCCCCTTCATTAACT-

TTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3821 Parachironomus sp. water mite diet isolate 3821-BHL032417-GBD10523_3192-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCCGGAACCTTTATTGGTGATGATCAAATCTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGGGCTCCAAACATGGCTTTCCCTCGAAT

AAATAACATAAGTTTTTGACTTCTTCCCCCTTCTTTGACCCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3831 Chironominae sp. water mite diet isolate 3831-BHL032417-GBD28554_14749-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTCTATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGTAATTAGGTCA

TCCTGTAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTCTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3832 Parachironomus sp.  water mite diet isolate 3832-BHL032417-GBD29001_12213-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATACTTATTCGAGCTGAATTAGGAC

GACCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAATTCCTCTAATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATGTAAGTTTTTAACTTCTTCCCCCTTCTTTGACTCCTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3833 Parachironomus sp. water mite diet isolate 3833-BHL032417-GBD18034_14623-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGAATTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGGTTTCCCTCCA

ATAAATAATATAAGGTTTTGACCTCCTCCCCCTTCTTTGACCCTTTTTCCTTCCAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3837 Chironomus riparius water mite diet isolate 3837-BHL032417-GBD21715_20206-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCTGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTTCTTTCTAGTTCATTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3838 Parachironomus sp.  water mite diet isolate 3838-BHL032417-GBD11281_21576-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGAGACTTTTTTAAGAATACTTATTCGAGCTGAATTAGAAC

GACCCTGAACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTTACGGCACATGCTTTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3841 Diptera sp. water mite diet isolate 3841-BHL032417-GBD12290_11440-Ldc31 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATA

TTAATCCGAACTGAATTAGGTCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCT

TTTATTATTATTTTTTTTATAGTAATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTC

CCAGATATAGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAAT

TGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KT382826, identified in GenBank as 

Anopheles punctulatus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3848 Parachironomus sp.  water mite diet isolate 3848-BHL032417-GBD22789_15264-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAATTATACTTTTTCGAGCTGATTTAGGAC

AACCCGGAACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3853 Orthocladius sp. water mite diet isolate 3853-BHL032417-GBD17947_8930-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTATATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTGTTCGAGCTGAATTAGGAC

GACCCGGAACTTTCATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTTATG

GTTATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCGCCAGATATAGCTTTCCCTCG

AATAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR291764, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3857 Orthocladius sp.  water mite diet isolate 3857-BHL032417-GBD11319_27521-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTGTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGTTGCTTCATTAAGAATTTTAATTCGAGCTGAAGTAGGACA

TGCTGGTTCTTTGATTGTAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTTATGGT

TATACCTATTTTAATTGGAGGGTTAGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTATTGATTATTACCCCCTTCATTAACATTATTATTGTCTAGTTCTATTGTAGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3860 Parachironomus sp.  water mite diet isolate 3860-BHL032417-GBD26148_15388-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGTTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

AAAATAAAATAAGTATTTGAATTCTTCCCCCCTCTTTGACTCTTATACTTATCTAGTTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3863 Chironomus sp. water mite diet isolate 3863-BHL032417-GBD10921_15274-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTCGGAACTTGATCAGGAAGAGTAGGGACTTCTTTAAGAATACGTATTCGAGCTGAATT

AGGACGACCCGGAACTTTTATTGATGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAAGTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCTT-

TTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3875 Glyptotendipes sp. water mite diet isolate 3875-BHL032417-GBD13503_20993-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGTTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAAT

TAGGGCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTT

TTATAGTTATACCTATTTTAATTGGGGAATTTGGAAATTGATTAGTCCCTCTTATGCTGGGAGCTCCTGATAAGGCTTTCC

CCCGAATAAATAATATAAATTCTTGGCTTCTCCCTCCTTCTTTAACTCTTCTTCTTCCTAATTCAATTGTCGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3887 Chironomus sp. water mite diet isolate 3887-BHL032417-GBD4115_13246-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTCTTTTTGGGGCTTGATCCGGAATATTGGCTACTTCATTAACAATGCTTATTCGCGCAGATTTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCTT-

TTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3891 Parachironomus sp. water mite diet isolate 3891-BHL032417-GBD4370_12940-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCTTTAAGAATACTTATTCGAGCTGAATTCGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTAAAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGGGCTCCAGACATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTATTATTATCTAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3895 Chironomidae sp. water mite diet isolate 3895-BHL032417-GBD12198_21326-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATATTTTATTTTTGGAGCTTAATCAGGTATAGTAGGAACTTCTTTAAGAATA

TTAATCCGAACGGAATTAGGTCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCT

TTTATTATAATTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTCCCCCTAATACTTGGAGCAC

TTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCT-

TCCTTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID GU565719, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3903 Parachironomus sp. water mite diet isolate 3903-BHL032417-GBD27460_19562-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTGTATTTTATTTTCGGATCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGTGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTCGACTTCTCCCCCCTTCTTTGACTCAGTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGAA

GCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3910 Chironomus sp. water mite diet isolate 3910-BHL032417-GBD23700_20901-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAACACTGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCAAACTCTTCAT-

TTTCTAGTACATTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3914 Parachironomus sp.  water mite diet isolate 3914-BHL032417-GBD25422_6955-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTCGGAGCTTGATCAGGAATAGTAGGGCCTTCTTTAAGATTTCTTATTCGAGCTGAATTAGGCC

GACCCGGAACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAAATTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGGTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3932 Parachironomus sp.  water mite diet isolate 3932-BHL032417-GBD7090_22007-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTCTCGGAGCTTGATCAGGAATCGTAGGTACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCAGAAATTGTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGTGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTGTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3933 Chironomus riparius water mite diet isolate 3933-BHL032417-GBD14122_3958-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAACAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCATATTTATAATGTTGTCGTTACTTCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCACTAATACTTGGAGCACTTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCTT-

TTTCTAATTCTTTCGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3940 Parachironomus sp.  water mite diet isolate 3940-BHL032417-GBD28286_16308-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATCTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGATCTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAGCTGCACATGCTTTTATTATAATTTTTTTCATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTGACTCTATTACTTTCTAGTTAAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3945 Chironominae sp.  water mite diet isolate 3945-BHL032417-GBD8027_9050-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGTCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATATTAAGTGCCCCTGATATAGCTTTTCCTCGAATA

AACAATATAAGTTTTTGATAACATCCTCCATCTCTATCTCTTATTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3948 Chironomus riparius water mite diet isolate 3948-BHL032417-GBD1923_16237-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAACAATGCTTATTCGAGCAGAATT

AGGACGGCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTAATGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCCTTCCC

TCGAAAAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCTT-

TTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3952 Parachironomus sp.  water mite diet isolate 3952-BHL032417-GBD17601_19857-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGTTGAATTAGGACG

ACCCGGAACTTTTATTGGTAATGATTAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATAGCTTTCCCTCGAATA

AACAATATAAGGTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR778259, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3953 Chironomus crassicaudatus water mite diet isolate 3953-BHL032417-GBD26659_7337-Ldc31 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGCCGTCCTGGAACTTTTATTGGTGATGACCAAAATTTATGATGTTGTCGTAAAAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATATATAATATAAGTTTTTGAGTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.8% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL3956 Chironomus riparius water mite diet isolate 3956-BHL032417-GBD3570_20385-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTCTACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAACAATGCTTATTCGAGCAGAATT

ATGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCTCTTGACATAGCTTTTTC

TCGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCTT-

TTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3964 Parachironomus sp. water mite diet isolate 3964-BHL032417-GBD9685_10474-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGTTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTGATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCATTCCCTCGAA

TAAATAATATAAGTTTTTAACTTCTTCCCCCGTCTTTGACACTATTACTTGCTAGTGCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL3967 Orthocladius sp. water mite diet isolate 3967-BHL032417-GBD13312_19842-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGAC

ACGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTTATGG

TTATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCTCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCATTGACTTTATTATTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3969 Cricotopus sp. water mite diet isolate 3969-BHL032417-GBD7564_18678-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATCTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTATAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGTACATGCTTTTGTTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACATTACTACTATCAAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3970 Chironomus sp. water mite diet isolate 3970-BHL032417-GBD26007_18274-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTGTATACATTATTTTTGGGGCTTGATCCGGAATATTGTGAACTTCATTATCAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGTATTCGGAAACGGACTTGTCTCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCTT-

TTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3971 Parachironomus sp.  water mite diet isolate 3971-BHL032417-GBD25745_21732-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGTAGCTTGATCAGGAATAGTAGTTACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGACG

ACCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTCTTATATTATGGGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTAACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3979 Drosophila sp. water mite diet isolate 3979-BHL032417-GBD27002_20315-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACATTATATCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACGTCTTTTAGTAT

GCTAATTCGAGCAGAAATAGGACTACCCGGAACTTTTATTGGAAATGACCAAATTTATAATGTTATTGTAACAGCTCTAT

CTTTTATTATATTTTTTTTTTATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAG

CCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCGAGAAG

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID AY750090, identified in GenBank as 

Drosophila lacertosa. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3991 Chironominae sp.  water mite diet isolate 3991-BHL032417-GBD25281_23953-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGCGCTTGATCAGGTATAGTAGGTACTTCTTTTAGAATATTAATCCGAACGGAATTAGGTTA

TCCTGGAACATTTATTGGTGATGACTAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGACCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTAATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3994 Parachironomus sp.  water mite diet isolate 3994-BHL032417-GBD24227_25955-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTATGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTAACTTCTTCCCCCTGCTTTGACTCTTTTACGTGCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3995 Chironomidae sp. water mite diet isolate 3995-BHL032417-GBD17517_10277-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTAATCTAGTACGAGCTGAATTAGGACA

CCCCGGGGCATTAATTGGAGACGATCAAATTTATAACGTAATGGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGT

TATACCAATTTTAATTGGAGGATTCGGAAAGTGACTTGTCCCCCTAATACTCGGAGCACTTGACATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCT-

TTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL3996 Parachironomus sp.  water mite diet isolate 3996-BHL032417-GBD22042_24070-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGTTCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCCTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTACTTTGACACTTCTACATTCTAGTTCAATTGTATAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4002 Parachironomus sp.  water mite diet isolate 4002-BHL032417-GBD24867_19591-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTTAGAATACTTATTCGAGTTTAATTAGGACG

AGCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTACTTGTAACTGCACATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGAATTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4004 Parachironomus sp. water mite diet isolate 4004-BHL032417-GBD24187_24882-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGTATACTTATTCGAGCTTAATTAGGACG

ACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCACCAGACATAGCTTTACCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4006 Chironomus sp. water mite diet isolate 4006-BHL032417-GBD26014_11296-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATGTTTGGGACTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCTCATGCGTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTCACAGAGCTTTTCC

TAGAAAAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4015 Chironomus sp. water mite diet isolate 4015-BHL032417-GBD4704_21915-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGTATGATCCGGAATAGTGGGAACTTCATTAACAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

CCGAAAAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCATACTCTTCTT-

TTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4017 Orthocladius sp. water mite diet isolate 4017-BHL032417-GBD9967_23201-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATTTTTTATTTTCGGAGCTTGATCAGGTATAGTAGGGACTTAATTAAGAATTTTAATTCGAGCTGAATTAGGAC

ATGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTATGGT

TATACCTATTTTAATTGGAGGGTTTGGGAATTGATTAGTACCTTTAATGTTAGGAGCTCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4022 Chironomus sp. water mite diet isolate 4022-BHL032417-GBD12098_13110-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTTTCCCCCTAATTCTTGGAGCACTTGATATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4024 Parachironomus sp.  water mite diet isolate 4024-BHL032417-GBD27450_20855-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTTATTCGAGCTTAATTAGGACA

ACAAGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAATT

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTATTACTTTCTAGTTCAAATGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4025 Orthocladius sp.  water mite diet isolate 4025-BHL032417-GBD22370_20588-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCTTGATTAGGAATAGTAGGAACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTATTTGATTGGAGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTTTATGGT

TATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCCTCATTAACTTTATTATTGTCTAGTACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4030 Chironomus sp. water mite diet isolate 4030-BHL032417-GBD10245_9815-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTCTTTACATTATTTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAGTAGTTACAGCTCAC

ACATTTATTATAATTTTTTTCGTAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGA

GCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTC

AATTATAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4031 Cricotopus sp. water mite diet isolate 4031-BHL032417-GBD28238_19261-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCTATTTAAATTGGTGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTATCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4034 Chironomidae sp. water mite diet isolate 4034-BHL032417-GBD16537_12656-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KR085336, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4036 Chironomus sp. water mite diet isolate 4036-BHL032417-GBD28045_14432-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAACAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATTACCAAATTTATAATGTTGTAGTTACTGCACATGATTTTATTATAATTTCTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAACCTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTCCCTCCCTCTCATACTCTTCTT-

TTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4038 Glyptotendipes sp. water mite diet isolate 4038-BHL032417-GBD13950_20859-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATATTGGAACACTATATCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACGTCTTTAAGTATGCTAATTCGAGCAGAA

ATAGGACGACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATATTTTTTT

TTTATAGTTATACCTATTTTAATTGGGGAATTTGGAAATTGATTAGTCCCTTTTATACTGGGAGCTCCTGATAAGGCTTTC

CCCCGAATAAATAATATAAATTCTTGGCTTCTCCCTCCTTCTTTAACACTTCTTCTTTCTAGTACAATTGTCGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KP954645, identified in GenBank as 

Glyptotendipes senilis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4040 Chironomus sp. water mite diet isolate 4040-BHL032417-GBD19410_16895-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAACAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTCACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGAAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCAAAAAAATAATAAAAGTTTCTGACTTTTACCTCCCTCTCTAACTCTTCTT-

TTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4052 Parachironomus sp.  water mite diet isolate 4052-BHL032417-GBD3073_16531-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTCGGAGCTTGATCAGGAATAGAAGGGACTTCTTAAAGAATACTTATTCGAGCTGAATTAGGA

CAACCGGGAACTTTTATTGGTGATGATCTAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGTCTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4054 Chironomus sp. water mite diet isolate 4054-BHL032417-GBD10239_23177-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCAGAATAGTGGGAACTTCATTAACAATGCTTATTCGAGCAGCATT

AGCACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAAATTTAATTGGAGGATTCGGACACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCTT-

GTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4065 Parachironomus sp.  water mite diet isolate 4065-BHL032417-GBD19632_22795-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATAAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

AACCCGAAACTTTTATTGTTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTGTAATTTTTTTCATAGC

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCGTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAATTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4067 Parachironomus sp.  water mite diet isolate 4067-BHL032417-GBD24800_23151-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGATCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGACTTCGGTCG

ACCCGGAACTTTTATTGATGATGATCAAATTTACAATGTAATTGTAACCGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4069 Chironomus sp. water mite diet isolate 4069-BHL032417-GBD27669_14301-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGAGCCGGAATAGTGGGAACTGCATTTACAATACTTATTCGAGCAGAATT

AGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGTTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCTT-

TTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4073 Chironomus riparius water mite diet isolate 4073-BHL032417-GBD25629_14570-Ldc31 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTATATTACAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGAGATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTTATTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4074 Chironomus sp. water mite diet isolate 4074-BHL032417-GBD8464_12315-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTAGGAACTTCATTAACAATGCTTATTCGAGCAAAATT

AGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAACTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGAAGCACTTGACATAGCTTTTCC

TCGAAAAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCTT-

TTTCTAGTTCTTTCGTAGAAGATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4077 Parachironomus sp. water mite diet isolate 4077-BHL032417-GBD7221_16077-Ldc31 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGCAGGGACTTCTTTAAGAATACTTATTCGAACTGAATTAGGA

CGACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTGGGGGCTCCAAACATGGCTTTCCCTCG

ATTAAATAATATAAGTTTTTGACTACTTCCCCCTTCTTTAACCCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR285466, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4080 Chironominae sp.  water mite diet isolate 4080-BHL032417-GBD21825_24241-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTTTTATA

GTTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGATCCCCAGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACATCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4081 Culex pipiens water mite diet isolate 4081-BHL032417-GBD9701_8351-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAACGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTA

GGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCA

AGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4082 Chironominae sp. water mite diet isolate 4082-BHL032417-GBD21806_24229-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGATACTTTTATTGGAAATGAGCAAATTTACACTGTAATTGTCACATCACACGCTTTTATTATAATTTTTTTTTTTTATA

GTTATGCCAATTTTAATTGGATGTGTTGGAAATTGACTTATTCCTTTAATGTTAGTAGTCCCAGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTACATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4083 Chironomidae sp.  water mite diet isolate 4083-BHL032417-GBD7355_9561-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGTATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTTAATTGGAGGCTTTGGAAATTGAATAGTACCTTTGATATTAGGGGCTACTGAAATAGCTTTTCCGCGAA

TAAAAAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAAATCAATAGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4084 Chironominae sp. water mite diet isolate 4084-BHL032417-GBD11233_22139-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATACTAATTCGAGCAAAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCTCCCTTCATTAACCCTATTACCATCAAGTTCTATTGCAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4085 Chironomidae sp. water mite diet isolate 4085-BHL032417-GBD14643_23126-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACCCAGG

CTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGTGATACC

TATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAATA

ATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4086 Chironomidae sp. water mite diet isolate 4086-BHL032417-GBD12344_7371-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATGCAGG

CTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGTGATACC

TATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTCGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAATA

ATATAAGATTTTGATTATTATCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4087 Chironomidae sp. water mite diet isolate 4087-BHL032417-GBD17614_14553-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGAGAGCCCCTGATAAAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4088 Chironomidae sp. water mite diet isolate 4088-BHL032417-GBD22155_8474-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTAGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCTTCATTAACCATACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4089 Culex sp. water mite diet isolate 4089-BHL032417-GBD13121_28827-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTTGGGGCTTGAGCTGGAATAGTTGTAACTTCTTTAAGT

TTACTAATTCGATCAGAATTAATTCAACCAGGTGTATTTATTGGAAATGGTCAAATTTATAATGTTATTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTTGAATAAATAATATAAGTTATTGAATATTACCTCCTTCATTGACACGACAACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4091 Psectrocladius sp.  water mite diet isolate 4091-BHL032417-GBD26559_21396-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAACTCGAGCAGAACTCGGCCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCTATTTTAACTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4092 Chironomidae sp. water mite diet isolate 4092-BHL032417-GBD20294_24360-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAAATCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAAATTATAATGTAATTGTTACAGTTCATGCTTTTGTAATAATTTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCTCG

AATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAATTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4093 Chironominae sp.  water mite diet isolate 4093-BHL032417-GBD13510_15092-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAATTTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAACTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4094 Chironomidae sp.  water mite diet isolate 4094-BHL032417-GBD3317_12853-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACCCAGG

CTCATTAATCGGAGACGATTAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTATAGTGATAC

CTATTTCAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGAGGATCCTGATATAGCTTTTCCGCGAATAAATA

ATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4095 Chironomidae sp. water mite diet isolate 4095-BHL032417-GBD21176_27268-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCCTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCTCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4097 Chironomus riparius water mite diet isolate 4097-BHL032417-GBD9275_5873-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4098 Paratanytarsus sp.  water mite diet isolate 4098-BHL032417-GBD22571_7564-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGACTATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATACATTTTTTTCATAG

TTATACCTTTTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTATTATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4099 Chironomidae sp.  water mite diet isolate 4099-BHL032417-GBD27139_12592-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAGACTTTATGGTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGATTTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATACGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACATTATTATTATCTAGATCAATTGTGGAAAATGGCGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4100 Chironominae sp. water mite diet isolate 4100-BHL032417-GBD20457_11156-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGGCA

ACCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTGTTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTGTCAGGAAGAGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4101 Chironominae sp.  water mite diet isolate 4101-BHL032417-GBD18845_18979-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTTATCTGGTATAGTAGGTACTTCTTTTAGTATGCTATTTCGAGCAGGACTTGGACGACCTGGTACTTTTATTGG

AGATGACCTAATTTACAATGTAATTGTCACAGCACACTCTTTTATTATTAATTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4102 Culex sp. water mite diet isolate 4102-BHL032417-GBD14853_8814-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGA

ATTCTAATTCGAGCAGAATTAGGACATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCA

TGCTTTTGTAATAATTTTTTTTTATAGTTATACCAATCTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGG

AGCTCCAGATATGGCCTTTCCTTGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAG

TAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4103 Chironominae sp. water mite diet isolate 4103-BHL032417-GBD23675_13201-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGGGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGGAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4105 Chironominae sp.  water mite diet isolate 4105-BHL032417-GBD11431_14518-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTGGG-

GCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTTATTTGAGCAGAACTTGGACGACCTGGTACTTTTATTGGAGA

TGACCAAATTTTCAATGTTATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTTATGCCAATTTTAATTGGAGG

TTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACT

TCTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4106 Chironomidae sp.  water mite diet isolate 4106-BHL032417-GBD23756_4838-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATGCAGG

CTCATTAATTGGAGACGATCAAATTTATAATGTCATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGTTATACC

AATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAATA

ATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4107 Macrocyclops sp.  water mite diet isolate 4107-BHL032417-GBD5327_13957-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGACTTAGTATTTATTGGCAGGTGCTTGAGCGGGGTTAGTAGGAACTGAACATAGAATGATTATTCGACTTGAGTTAGG

TCAGCCGGGCAGCTTATTGGGTGATGATCGAATTTATAATGTAGTAGTAACTGCTCACGCATTTGTGATATTTTTTTTTTA

TAGTTATACCAATTTTAATTGGGGGATTTGGAAACTGGTTAGTTCCCCTAATACTAGGGTCTCCTGACATAGCTTTTCCTC

GAATAAATAATATAAGTTTTTGATTTCTATTGTCCGCTTTAATCTTATTATTGGCTAGGGGCCTAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID MF745282, identified in GenBank 

as Macrocyclops sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4108 Chironomidae sp. water mite diet isolate 4108-BHL032417-GBD5993_7845-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACACTCAAATTTATAAAGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTGCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4109 Chironominae sp.  water mite diet isolate 4109-BHL032417-GBD22430_12071-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4111 Chironomidae sp. water mite diet isolate 4111-BHL032417-GBD17124_24610-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAAC---

TCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4112 Chironomidae sp. water mite diet isolate 4112-BHL032417-GBD10347_25633-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATCGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGTTATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTATTGCCCCCATCATTAACTTTATTATTATCTAAAAGAATAGTGGAAAATGGAACTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4113 Cricotopus sp.  water mite diet isolate 4113-BHL032417-GBD11836_6511-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGA

ATAAATAACATAAGATTTTGATTATTACCACATTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4114 Chironomidae sp.  water mite diet isolate 4114-BHL032417-GBD25343_22159-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAATAGGCACTTCTTTAAGAATTTTAATTCGGCTAGAATTAGGACA

CCCAGGGTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCGTCATTAACCTTACTATTATCGAGATCAATAGTAGAAAATGGGGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4115 Chironominae sp.  water mite diet isolate 4115-BHL032417-GBD27568_19579-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCATGATATGGCTTTTCCACGAAT

AAAAAATATAAGATTTTGATTATTATCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4116 Culex sp. water mite diet isolate 4116-BHL032417-GBD15617_8741-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAG

TTTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAATTTTATAATGTTATTGTAACTGCTCA

TGCCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTT

CTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4117 Chironomidae sp. water mite diet isolate 4117-BHL032417-GBD16959_25236-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTCTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAAGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCAAATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4119 Chironomidae sp. water mite diet isolate 4119-BHL032417-GBD11002_8400-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCCGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

ATATACCAATCTTAATTGGAGGATTTGGAAAATGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTAACCACGA

AAAAACAATATAAGTTTGTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4120 Culex sp. water mite diet isolate 4120-BHL032417-GBD20967_18197-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGTTTGAGCTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CCTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATC

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4121 Orthocladiinae sp. water mite diet isolate 4121-BHL032417-GBD13418_10063-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGATGATCAAATTTATAATTTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGAGTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATACAAGATTTTGATTGTGGCCCCCAGCATTAACTTTATTATTAACCAGATCAATTGTGGAAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4122 Chironominae sp. water mite diet isolate 4122-BHL032417-GBD11601_18613-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGTGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCGAATTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4123 Culex sp. water mite diet isolate 4123-BHL032417-GBD27748_15948-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGATCTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGA

ATTTTAATTCGACTAGAATTAGGACACCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACA

TGCTTTTGTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAG

GAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTATCAA

GTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4124 Chironomidae sp. water mite diet isolate 4124-BHL032417-GBD13949_15306-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGACG

ACCTGGTACTTAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTT

TTTATAGTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGTGGCTCCTGATATAGCTTTT

CCGCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGA

GCTAGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4126 Chironomidae sp. water mite diet isolate 4126-BHL032417-GBD23394_4367-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACT

TGCAGGAGCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTCTCCCACGAA

TAAAAAATATAAGTGTTTGATTGTTGCACCTATCATTAACTTTATTATTATTTCTAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4128 Chironominae sp. water mite diet isolate 4128-BHL032417-GBD25914_23144-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATCTTATTTT-

GGAGCTTGATCTGGTATTGTAGGTACTTCTTTTAGTATGCTAATTCGAGCATGACTTGGACGACCTGGTACTTTTATTGG

AGATGTCCAAATTTACAATGTAATTGTCACAGCACACGCTTTTTTTATAATTTTTTTTTTATAGTTATGCCAATTTTAATTG

GAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTT

GACCTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4129 Phaenopsectra sp.  water mite diet isolate 4129-BHL032417-GBD24391_17826-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

AGCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGA

ATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4132 Chironominae sp.  water mite diet isolate 4132-BHL032417-GBD25275_17118-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTAATTCGAGCCGAACTTGGACGACCTGGTACTTTTATTGA

AGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTTTTATAATTTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCTAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGCTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4133 Chironomidae sp. water mite diet isolate 4133-BHL032417-GBD24529_11607-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGTTCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAAAATTAGGACA

CCCAGGCTAATTAATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGAGAA

TAAATAATATAAGATTTAGATTATTACCCCCTACATTAACCTTACCTTTATCAAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4134 Culex sp. water mite diet isolate 4134-BHL032417-GBD23342_6315-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAGG

TTTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCA

TGCCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGG

AGCACCTGATATGGCTTTCCCACGAATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTACCTAG

ATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4135 Chironomidae sp. water mite diet isolate 4135-BHL032417-GBD26155_22248-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGTATAGTTGGTACTTCTTTAAGTATTCTAATTCGAGCAAAATTAGGACA

TGCAGGCTCATTAATTGGAGAAGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTATTTCCTTTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4136 Chironominae sp. water mite diet isolate 4136-BHL032417-GBD13990_10566-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CACAGGCTCATTAATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4138 Chironominae sp. water mite diet isolate 4138-BHL032417-GBD4692_8302-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4139 Chironomidae sp.  water mite diet isolate 4139-BHL032417-GBD9071_23600-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGTAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGATTTTTAATTCGACTATAATTAGGACA

CCCATGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGACTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCTCTTCATTAACCTTACTTTTATCAAAATCAATAGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4140 Chironomidae sp.  water mite diet isolate 4140-BHL032417-GBD8111_10692-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGTGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTAAAGCACATGCTTTTGTAATAATTTTTTTTTATAAT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTGGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTAACCCCATCATTAACCTTACTTTTATCAAAAACAATAGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4142 Chironomidae sp. water mite diet isolate 4142-BHL032417-GBD21675_22348-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGTTCCGGAATAGTTGGAGCTTCTTTAAGAATTCTAATTCGAGCTGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGAACAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATATTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAAAATAAGTTTTTGATTGTTGCCAGCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4143 Orthocladius sp.  water mite diet isolate 4143-BHL032417-GBD24514_11442-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTATTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTTATGGT

TATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4146 Chironomidae sp. water mite diet isolate 4146-BHL032417-GBD9182_18618-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTAATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGGC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAAAAATATAAGTTGTTGATTGTAGACCCAATCATTAACGTTATGATTATCTAGATCAATTGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4147 Orthocladiinae sp. water mite diet isolate 4147-BHL032417-GBD7306_9447-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGTAATAGTTGGAACTTCTTTAAGAATTCTAGTTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGGTCAAATTTATAATGTAATTGTTACAGCTCGTGCTTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4148 Chironominae sp. water mite diet isolate 4148-BHL032417-GBD3687_12883-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCGTTAAGAATTCTAATTCGAGCAGAATTAGGACATGCAGGC

TCATTAATTGGAGACGATCAAATTTATAATGTAATTGTCACAGCACACGCTTTTTTTATAATTTTTTTTTATAGTTATGCCA

ATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCCTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAAT

ATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4149 Diptera sp. water mite diet isolate 4149-BHL032417-GBD29526_16087-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTATTTAAGT

TTGCTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGGTCAAATTTATAATGTTATTGTAACTGCTCAT

GTCTTTTGTAATAATTTTTTTTATAGTGATACCTATTTAAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGG

GGCTCCTGATATAGCTTTTCCGCGAATAAATAATATAAGATGTTGATTATTACCCCCTTCATTAACCTTACTTTGATCAAG

ATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4150 Chironominae sp.  water mite diet isolate 4150-BHL032417-GBD4358_11006-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTCAAGTATGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATAGG

AGATGACCAAATTTACAATGTAATTGTCACTGCACACGCTTTTATTATAATTTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTCTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCATCATCAACTCCTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4151 Chironominae sp. water mite diet isolate 4151-BHL032417-GBD18428_23145-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGAC

GACCTGGTACATTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTTATA

GTTATGCCAATTTTAATTGGAGGTTTCGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCATTAACTCTTTTACTTTCATGTTCTATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4152 Orthocladiinae sp. water mite diet isolate 4152-BHL032417-GBD25768_14012-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAGGACAT

GCAGGCTCATTTATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAAT

AAATAATATAAGATTTTGACTGTTGCCCCCATCATTAACTTTATTATTATCTAGAACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4155 Chironominae sp. water mite diet isolate 4155-BHL032417-GBD15261_20729-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAATTAAGTCAA

CCAGGTGTATTTATTGGAAATGATCAAAATTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4156 Chironominae sp.  water mite diet isolate 4156-BHL032417-GBD7152_24487-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTCAAGTATGCTTATTCGAGCAGGACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTTATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGTACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

ATTCTTCCCCCCTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4157 Culex sp. water mite diet isolate 4157-BHL032417-GBD26185_12157-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAACTTTATAATGTTATTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAT

CAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4158 Chironominae sp.  water mite diet isolate 4158-BHL032417-GBD11839_5048-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATGTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTATGTATGCTAATTCGAGCAGAACTTGGACGAACTGGTACTTTTATTGG

AGATGACTAAATTTACAATGTACTTGTCACAGCACACGCTTTTATTATAAATTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

AGTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4160 Culex sp. water mite diet isolate 4160-BHL032417-GBD28075_13570-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCACAAAGATATTGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGA

ATTCTAATTCGATCAGAATTAAGTCAACCAGGTGTATTTTTTGGAAATGGTCAAATTTATAATGTTATTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTTGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTATCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4163 Chironominae sp. water mite diet isolate 4163-BHL032417-GBD26176_19272-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATCCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACCCTTTTTCTATCAAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4164 Chironomidae sp. water mite diet isolate 4164-BHL032417-GBD17292_17228-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGATGATTTGGACACTGACTAGTTCCTTTAATATTAGGAGCACCTGATACGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGAACCAATCATTAACTTTATTATGATCTAGATCAATTGTGGAAAAGGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4165 Chironominae sp.  water mite diet isolate 4165-BHL032417-GBD20293_8021-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGGTCTGGTATAGTAGGTACTTCTTTAAGTATGCTTATTCGAGCATGACTTGGACTATCTGGTAATTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4168 Chironomidae sp. water mite diet isolate 4168-BHL032417-GBD26751_23831-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTGTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCCGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAAATTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGAATAGTTCCTTTAATATTAGGAGCACCTGATATGGCCTTCCCACGA

AAAAATAATATAAGTTTTTTGATTGTGGCCCCCATCATTAACTGTATTATTATCTAGAGCAATTGTGTAAAATGGAGCCG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4169 Chironominae sp.  water mite diet isolate 4169-BHL032417-GBD13392_3799-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTCTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTTGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAAATCTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGTCTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAATTCTATTGTAGAAAATGGCGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4171 Chironominae sp. water mite diet isolate 4171-BHL032417-GBD7035_18152-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGACGA

CCTGGCACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4172 Chironomidae sp. water mite diet isolate 4172-BHL032417-GBD4603_10826-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAACTTTATTTTATTTTCGGAGCTTGATTAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAAGTAGGAC

ATGCAGGTTCATTAATTGGAGACGATCAAATATATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTCGCCCCCATCATCAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4173 Chironomidae sp. water mite diet isolate 4173-BHL032417-GBD11199_16107-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTAATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4174 Orthocladiinae sp.  water mite diet isolate 4174-BHL032417-GBD22221_23525-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGATCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTATGAGCACCTGATATGGCTTTCCCACGAATA

AATAACATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGAACAATTGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4175 Chironominae sp.  water mite diet isolate 4175-BHL032417-GBD15428_3929-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTT-

GGAGCTTGAGCGGGTATAGTAGGTACTTCTTTAAGTATGCTAAGTCGAGCAGAACTTGGACGACCTGGTACTTTTATTG

GACATGACCAAATTTACAATGTAATTGTCACAGCACACGCCTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTCGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4176 Culex sp. water mite diet isolate 4176-BHL032417-GBD9613_4848-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGATTAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CCTTTATTATAATTTTTTTTATAGTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGC

TCCTGATATAGCTTTTCCGCGAATAAATAATATAAGATTTTGATTATTACCCCCTTTCATTAACCTTACTTTTATCAAGATC

AATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4178 Culex sp. water mite diet isolate 4178-BHL032417-GBD20522_17496-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGAGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAACAGAATTACGTCAACCAGGTGTATTTATTGGAAATGGTCAAATTTATAATGTTATTGTAACTGCTCATG

CCTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CACCTGATATAGCTTTCCCACGAATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATC

AATAGTGGAAAATGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4179 Chironomidae sp. water mite diet isolate 4179-BHL032417-GBD15208_21611-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTCATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCACGAA

TAAATAGTATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTACCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4181 Chironomidae sp.  water mite diet isolate 4181-BHL032417-GBD29162_12552-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTGAGTATACTTATTCGAGCAGAATTAGGA

CGCCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCG

AATAAATAATATAAGATTTTGGTTTCTTCCACCGTCTCTAACTCTTCTACTTTCTAGTTCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4182 Chironominae sp.  water mite diet isolate 4182-BHL032417-GBD2283_13429-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTTATTCGTGCTGCACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACAAGCATTTATTATAATTTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGATTTTG

ACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4186 Chironominae sp.  water mite diet isolate 4186-BHL032417-GBD21320_16430-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGGACTTGGACGAACTGGTACTTTTCTTGG

AGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGG

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4188 Chironominae sp.  water mite diet isolate 4188-BHL032417-GBD12325_10079-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGGACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTCTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGATTTTGA

CTACTTCCACCATCATTAACTCTATTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4189 Chironomidae sp. water mite diet isolate 4189-BHL032417-GBD9350_10455-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAATTACGTCA

ACCAGGTGTATTTATTGGAAATGGTCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTGGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4191 Cryptochironomus sp.  water mite diet isolate 4191-BHL032417-GBD7556_13712-Ldc32 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCATGCTGTTATTATAATTTTTTTCATGG

TTATACCATTTTTTAATTGGAGGATTTGGAAATTGATTAGAACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTATCAAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4192 Chironominae sp. water mite diet isolate 4192-BHL032417-GBD9253_26626-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTAGTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATATTTTTTTTTTATAGTT

ATGCCCATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTTTATTATTATCTAGATCAATTGTGTAAAATGGCGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4193 Chironominae sp.  water mite diet isolate 4193-BHL032417-GBD15740_11691-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGCATAGTAGTTACTTCTTTATGTAGGCTAATTCGAGCAGTACTTGGACGACCTGGTACTTTTATAGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCCTATTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4195 Chironomidae sp.  water mite diet isolate 4195-BHL032417-GBD21267_13600-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATATCTTTCCCCCGT

ATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTATCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4196 Chironominae sp.  water mite diet isolate 4196-BHL032417-GBD12802_14667-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGGATGCTAATTCGGGCAGAACTTGGACGACCTGGTATTTTTATTGG

AGATGACCAAATTTACAATTTAATTGTCACAGCACACGCTTTTTTTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAAAGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4199 Chironomidae sp. water mite diet isolate 4199-BHL032417-GBD26380_23966-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTTATCGGAGACGAACAAATTTATAATGTAATTGTTACGGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGGCTTTCCGCGAA

TAAGAAATAAAAGATTTTGAATAATACCCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4200 Chironominae sp. water mite diet isolate 4200-BHL032417-GBD22965_22978-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATTGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGGACTTGGCCAAACTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACACTTTTCTTATAATTTTTTTTTTATAGTTATGCCAATTTTAATTG

GAGGTTTTGGAAATTGACTTTTTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTT

GACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4201 Chironomidae sp. water mite diet isolate 4201-BHL032417-GBD28475_17908-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAAACGATCAAATTTATAATGTAATTGTTACATCACATGCTTTTGTAATAATTTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGCAAATTGATTAGTACCTTTGATATTTGCGTCTCCTGATATAGCTTTTCCGCGAA

TAAAAAAAATAAGATTTTGATTACTACCACCTGCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4203 Lebertia sp.  water mite diet isolate 4203-BHL032417-GBD20766_16101-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGGACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTGCCTCCATCCTTAACTCTACTACTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4207 Chironomidae sp. water mite diet isolate 4207-BHL032417-GBD28755_13649-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAAACGATCAAATTTATAATGTAATTGTTACAGCACATGATTTTATAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATAGATTAGTACCTCTGATATTAGGGGCTCCTGATATAGCTTTTCCGAGA

ATAAATAATATAAGATTTAGATTATTACCCCCTTCATTAACCTAACTTTTATCAAGATCAATAGTATAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4209 Chironomidae sp. water mite diet isolate 4209-BHL032417-GBD4988_20172-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGTAGCATTCGGACC

CCCAGGCTCATTAATCAGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCCTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTGACTTTTATCAAAATCAATAGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4210 Chironominae sp.  water mite diet isolate 4210-BHL032417-GBD17574_5542-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTT-

GGAGCATGATCGGGTATAGTAGGTACTTCTTTAAATATGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGG

AGATGACCATATTTACAAGGTAATTGTCACAGCACACGCTTTTATTATAGTTTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGACCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4211 Chironomidae sp.  water mite diet isolate 4211-BHL032417-GBD27854_14784-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTTATCAATCAGAAAAGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTGTATAG

TGATGCCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTGATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4212 Chironomidae sp. water mite diet isolate 4212-BHL032417-GBD22320_11802-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTCGGAGCTTGATCAGGAATATTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAAAAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTGTGAATGTTGCCCCCATCATTAACATTATAATAATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4213 Chironominae sp.  water mite diet isolate 4213-BHL032417-GBD12053_28219-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTATGTATGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTCATTGTCACAGCACACGCTTTTATTATATTTTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGAAATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCCATTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4214 Culex sp. water mite diet isolate 4214-BHL032417-GBD15012_24515-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTCTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTATATTTATTGGAAATGGTCAAAATTTATAATGCTATTGTAACTGCTCA

TGCTTTTATTATAATTTTTTTTATATTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCCGATATGGCCTTTCCTCGAATAAATAATATAAGTTCCTGACTACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4216 Chironomidae sp.  water mite diet isolate 4216-BHL032417-GBD6224_9584-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATGTTATTTTTGGAGCTTGAGCGGGTGTAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACC

CAAGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATGTTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTATAGCAAGATCAATAGTAGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4217 Chironomidae sp. water mite diet isolate 4217-BHL032417-GBD27479_13720-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCCAATTCGAGCAGAATTATGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAAGATTTGGAAACTGACTAATTCCTTTAATATTAGGAACACCTGATATGGCCTTCCCCCGAAT

AAAAAAAATAAGTATTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4221 Chironominae sp.  water mite diet isolate 4221-BHL032417-GBD20577_27212-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATTGTAGGTACTTCTTTCAGTATGCTAATTCGAGCTGAACTTGGACGAACTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGCCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTGCTAATGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4222 Chironominae sp. water mite diet isolate 4222-BHL032417-GBD14279_8298-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATAGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACAAGCTTTTCTTATAATTTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGATTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTACTTCCCCCATCATTAACCCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4223 Chironominae sp. water mite diet isolate 4223-BHL032417-GBD7622_19708-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACCGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCCATCATTAACTTTATTATTATCTAGATCAATCGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4226 Chironominae sp. water mite diet isolate 4226-BHL032417-GBD5653_11905-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTTTTTAAGTATGCTAATTCGAGCAGGAATTGGACGACCTGGGACTTTTATTGG

AGATGACTAAATTTACAATGTAATTTTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAATCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4228 Chironomidae sp. water mite diet isolate 4228-BHL032417-GBD17490_2254-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTGTATTTTATTTTCGGAGCTTGATAAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

AGTCAGTCTCATTAATTGGAGACGATCTAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGAGTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCTCCTGATATGGCTTTCCCACGTA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4233 Chironominae sp. water mite diet isolate 4233-BHL032417-GBD3800_17669-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGTCGG

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACCCTACTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4234 Chironominae sp.  water mite diet isolate 4234-BHL032417-GBD24079_12597-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATTGTAGGTACTTCTTCAAGTATGCTAATTCGAGCAGAACTCGGACGACCTGGTACTTTTATTGG

AGATAACCAAATTTACAATGTAATTGTCACAGCACACGCTTTCATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGCTTTTGA

CTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4236 Chironomidae sp. water mite diet isolate 4236-BHL032417-GBD18927_28322-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGATCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTATTACCCCCTTCATTAACC---

CTTTTACTTTCAAGTTCTATTATAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4238 Chironominae sp. water mite diet isolate 4238-BHL032417-GBD16243_3532-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTT-

GGAGCTTGAACGGGGATAGTAGGTACCTCTTTAAGGATGCTAAATCGAGCAGAACTTGGACTACCTGGTACCTTTATTG

GAGATGACCAAATTTACAATGTAATTGTGACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATTCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4241 Orthocladiinae sp. water mite diet isolate 4241-BHL032417-GBD14758_28404-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGAAACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGACTAGCTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCTTCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4242 Chironomidae sp. water mite diet isolate 4242-BHL032417-GBD23933_23185-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGGGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AAAAATATAAGATTTTGATTATTACCCCCTTCATTAACCTAACATAAAGCAAGAGCAAGAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4245 Chironomidae sp.  water mite diet isolate 4245-BHL032417-GBD23751_6977-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTCGAATTATGACAC

CCAGGCTCATTCATCGGAGAAGATCAAATTTATAAGGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAAATTTTGATTATTACCCCCATCATTAACCTTACTTTTATCAAGAGCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4248 Culex sp. water mite diet isolate 4248-BHL032417-GBD15883_3344-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGGCAACAAATCATAAAGATATTGGAACAGTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

GTACTAATTCGAGCAGAATTAAGTCAACCAGGTTTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTTGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCTTATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATTCTTCCTCCTTCATTGACACTACTACTTTCAAGTA

GTTTAGTAGAAAATGGCGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4249 Culex sp. water mite diet isolate 4249-BHL032417-GBD9051_18803-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTGCTAATTCGAGCAGAACTAGGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCA

TGCCTTTATTATAATTTTTTTTATAGTAATACCAATTATAAATGGAGGATCTGGAAATTGATTAGTTTCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACCCTTCTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4251 Lebertia sp.  water mite diet isolate 4251-BHL032417-GBD3733_11845-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTAGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTATAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCATTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCACCATCCTTAACCCTACTACTAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4252 Chironomidae sp. water mite diet isolate 4252-BHL032417-GBD17771_20934-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTGTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGGATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4253 Chironominae sp. water mite diet isolate 4253-BHL032417-GBD24349_4631-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGCATAGTAGGTACTTCATTCTGTATGCTAATTCGAGCAGTACTTGGACGACCTGGTCCTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTATG

ACTTCTTCCCCCTTTCAGTAACTCTTTTACTTTCAAGTTCTAGTGTAGAAAATGGCGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4256 Chironominae sp.  water mite diet isolate 4256-BHL032417-GBD2571_14541-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTATTCCTTTCAGTATGCTAATTCGAGCAGTACTTGGACGACCTGGTACCTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTTATGCCAATGTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCATTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4259 Chironominae sp.  water mite diet isolate 4259-BHL032417-GBD18774_5992-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTT-

GGAGCTTGATCGGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAACCTGGTACTTTTATTGG

AGATGACCAATTTTACAATGTACTTGTCACAGAACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTGTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4261 Chironominae sp.  water mite diet isolate 4261-BHL032417-GBD4418_17602-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTTATCTGGTATAGTAGGTACTTCTTCATGTATGCTAATTCGATCAGAACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATATTATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCCTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4265 Chironomidae sp. water mite diet isolate 4265-BHL032417-GBD18953_22344-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGTATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGGACA

TGCAGGCACATTCATTGGAGACGATCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTGTTATAATTTTTTTTATAGT

TATACCAATCTTAATTTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGAATGTTGCCCCCGTCATTAACTTTATTAATATCTAGATCAATTGTGGAAAATGGCGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4267 Chironomidae sp.  water mite diet isolate 4267-BHL032417-GBD19024_13913-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATAGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCTAAT

AAATAATATAAGATTTTGATTATAAACCCCTGCAAGAACCTGACGTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4272 Chironominae sp.  water mite diet isolate 4272-BHL032417-GBD25366_19754-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCCTGATCTGGCATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCTGGGACTTTTATTG

GAGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATTATTTTTTTTATAGTTATTCCAATTTTAATTGG

AGGGTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4273 Chironomidae sp. water mite diet isolate 4273-BHL032417-GBD10716_12049-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTAAAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAAGAGAAGTTTTTGATTGTTGTCCCCATCATTAACATTATAATAAGCTAGAGCAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4274 Chironominae sp. water mite diet isolate 4274-BHL032417-GBD20223_14750-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGACGACCTGGTACTTTTATTGT

AGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAATAATATAAGATTTTG

ATTATTACCCCCTTCATTAAC---CTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4276 Paratanytarsus sp.  water mite diet isolate 4276-BHL032417-GBD12235_27067-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAACTGAACTA

GGACATCCCAGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTTCTATCAAGTACAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4277 Chironomidae sp. water mite diet isolate 4277-BHL032417-GBD20283_20201-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTCTGGAAATTGATTAGTACCTTTGATATTAGAGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTAATACCCCCTACATTAACCTAGCCATTAGCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4278 Chironomidae sp. water mite diet isolate 4278-BHL032417-GBD25689_9957-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATATTTCTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTAACTTTGATATTAGGGGCTCCCGATATAGCTTTTCCGCG

AATAAAAAAAAAAAAATTTTGAATATTACCCCCTTCATTAACCTTACCTTTAACAAGATCAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4279 Chironomidae sp. water mite diet isolate 4279-BHL032417-GBD26464_23870-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAAAAATAAAAGTTGTTGATTGTTGCCCCCATCAGTAACTTAATGATAATCTAGAACAATTGTGGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4280 Orthocladiinae sp. water mite diet isolate 4280-BHL032417-GBD8276_25773-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAATTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TCCAGGCTCATTAATTGGAGAAGATCAAATTTAAAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTATTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4284 Chironomidae sp.  water mite diet isolate 4284-BHL032417-GBD24358_20181-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTTAGAATTTTAATTCGACTAGAATTAGGACA

TCCAGGATAATTAATTGGAGACGATCAAATTTATAATGTTATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGACTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4285 Chironomidae sp. water mite diet isolate 4285-BHL032417-GBD17315_19502-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATACTAATTCGAGTAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAAATTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATATTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCAGATATGGCTTTCCCACGAA

TAAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTAATATCTAGAGCAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4286 Chironominae sp.  water mite diet isolate 4286-BHL032417-GBD18603_28215-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGCTCTGGGATAGTTGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTTGCCGAACTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGAATTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4292 Chironomidae sp. water mite diet isolate 4292-BHL032417-GBD16414_14139-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTGAGAATTCTAATTCTAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTGTGATCGTGGCCCCCATCATTAACATTATAATAATCTAGAGCAATAGTGGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4293 Chironominae sp. water mite diet isolate 4293-BHL032417-GBD22355_10278-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTTTGTATGCTAATTGGTGCAGAACTTGGATGACCTGGTACTTTTATTGG

AGATGACCAAATTTTCAATGTAATTGTCACAGCACACGCTTTTATTATATTTTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACATCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4294 Chironomidae sp.  water mite diet isolate 4294-BHL032417-GBD13758_24302-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAATATTTTGGTTATAACCCACTTCATTAAACTGACGTTGATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4295 Culex sp. water mite diet isolate 4295-BHL032417-GBD26655_10728-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAAAATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGCTGGAACTTCTTTAAGT

TTACTAATTCTGGCAGAATTAAGTCAACCAGGTGTATTTTTTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTTAT

TCCTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCATTTCCTCGAATAAATAATATAAGTTCTTGAATACTACTTCCTTCATTGACACTACTAATTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4301 Culex sp. water mite diet isolate 4301-BHL032417-GBD5187_7977-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTTGGGGCTTGAGCTGGATTAGTTGGACCTTCTTTAAGT

TTACTATTTCGAGCAGAATTGAGCCAACCAGGTGTATTTATTGGAAATGGTCAAATTTATAATGTTATTGTAACTGCTAG

TGCCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTTGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTATCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4304 Chironominae sp.  water mite diet isolate 4304-BHL032417-GBD4117_18922-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACATCTTTAAGAATACTAATTCGAGCAGAATTAGGACA

TCCAGGAACATTGATTGGGGATGATCAAATTTACAACGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTTAATTGGTGGGTTTGGAAATTGACTTTTACCTTTAATACTTGGAGCTCCTGATATAGCCTTTCCACGAA

TAAATAATATAAGATTTTGACTTTTACCTCCATCTATTTCATTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR759090, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4305 Chironominae sp.  water mite diet isolate 4305-BHL032417-GBD3366_20182-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGGTCTGGTATTGTAGGTACTTCTTTAAGGATGCTAATTCGAGCAGGACTTGGAAGACCTGGTACTTTTAATG

GAGATGAACAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTG

GAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGAAATGGCTTTCCCTCGAATAAATAATATAAGTTTTT

GACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4306 Chironominae sp. water mite diet isolate 4306-BHL032417-GBD25655_17704-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTTATCTGGTATAGTAGGTACTTCTTCTAGGATTCTTATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACTATGTAATTTTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTACTTCCCCCTTCATTAACTCTTTTACATTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4308 Chironominae sp.  water mite diet isolate 4308-BHL032417-GBD9579_12556-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTATGTATGCTAATTCGATCAGACCTTGGACGACCTGGTACTTTTAATGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCGTCGAATAAATAATATAAGTTTTTG

ACTTCGTCCCCCTTCATTAACTCTTTTACTTTCAAATTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4309 Chironomidae sp. water mite diet isolate 4309-BHL032417-GBD4597_21353-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGATAACCTGATATGTCTTTCCCACCAA

TAAATAATATAATTTTTTGATTGTTGACCACATCATTAACTTGATTATTATCTAGATCAATTGTGGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4310 Chironominae sp.  water mite diet isolate 4310-BHL032417-GBD16138_2258-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTT-

GGAGCTTGATCGGGGATAGTAGGTACTTCTTTAAGTATGCTAAGTCGAGCAGAACTCGGACGACCTGATACTTTTATTG

GAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATTATTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCCTTTACATTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4314 Chironominae sp. water mite diet isolate 4314-BHL032417-GBD26624_19816-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGATATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTAGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATGCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTGCGTCCCCCTGCATTAACCCCTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCGGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4317 Chironominae sp. water mite diet isolate 4317-BHL032417-GBD28575_11593-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTT-

AGCTTTATCTGGTATTGTAGGTACTTCTTTAAGTATTCTTATTCGGGCAGGACTTGGACGACCTGGGACTTTTATTGGAG

ATGACCAAATTTACAATGTTATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGAGG

TTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACT

TCTTCCCCCTTCATTAACTCTTTTACTTTCAAATTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4324 Culex sp. water mite diet isolate 4324-BHL032417-GBD28547_15508-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTTTATTTATTGGAGATGGTCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAGATTAATTACTTCCTTTAATGTTAGGAG

CTCCAGATATGGCCTTTCCTTGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACGATCAAGTA

GTTTAGTAGAAAATGGCGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4325 Chironominae sp. water mite diet isolate 4325-BHL032417-GBD20867_16359-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTTTTTTAGTATGTTAATTTGAGCAGGACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTATTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4328 Chironominae sp.  water mite diet isolate 4328-BHL032417-GBD26895_20256-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATCGTAGATACTTCTTTTAGTATGCTTATTCGAGCAACACTTGGACGACCTAGTACTTTTATTGGA

GATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGAG

GTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAATCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGAC

TTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4330 Chironominae sp.  water mite diet isolate 4330-BHL032417-GBD26542_19942-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTTCAATGTAATTGTTACAGCACACGCATTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTACTCCTTTAATGTTAGGAACCCCATATATGGCTTTCCCTCGAATAAATAATATAAGATTTTGA

CTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4336 Chironominae sp.  water mite diet isolate 4336-BHL032417-GBD8739_12069-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCTGATACTTTTATTGG

AGATGACCAATTTTACAATGTAATTGTCACAGTACACGCTCTTATTATAATTTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTACTTCCCCCTTCATTAACTATTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4337 Culex sp. water mite diet isolate 4337-BHL032417-GBD22215_21800-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCCGGAATTGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGGTCAAATTTATAATGTTATTGTAACTGCTCAA

GCCTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGACCTTTCCTTGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACGACTACGTTCAAGT

AGTCTAATAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4338 Chironominae sp.  water mite diet isolate 4338-BHL032417-GBD26731_15702-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGG

AGAAGACCAAATTTACAATGTAACTGTCACAGCACACGATTTTATTATAATTTTTTTTAGAGTTATGCCAATTTTAATTGG

AGGTTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTT

GACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4339 Chironominae sp. water mite diet isolate 4339-BHL032417-GBD14451_2745-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTT-

GGAGCTTGATCGGGTATAGTAGGTACTTCGTTAAGTATGCTAAGTCGAGCAGAACTTGGACGACCGGGGACTTTTATTG

GAGATGACCAATTTTACAAGGTAATTGTAACAGAACACGCTTTTATTATAATTTTTTTTATAGTTATTCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCCCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCTTTTCCTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4341 Chironominae sp. water mite diet isolate 4341-BHL032417-GBD23294_7002-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCCTGGTCTGGTATTGTAGGTACTTTTTTTTGTATGCTTATTTGGGCCGGACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4343 Chironomidae sp.  water mite diet isolate 4343-BHL032417-GBD5468_21034-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATAAGTTCCTTTGATATTAGGAGCTCCTGATATAGCTTTCCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACGTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4345 Chironomidae sp. water mite diet isolate 4345-BHL032417-GBD4387_9381-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTATTTTATGTTCGGAGCTTGATCAGGATTAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGAACAAGTTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTACTATCTAGAACAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4346 Chironomidae sp. water mite diet isolate 4346-BHL032417-GBD16841_13456-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATACTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAAGATTTGGAAACTGACTAGTTCCTTTAATATTAGGATCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTAGACCACATCATTAACATTATGATGATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4347 Chironominae sp. water mite diet isolate 4347-BHL032417-GBD12086_7201-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTATTTTGAGCATAACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATATACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTACTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCTTTTACTGTCAAGTACTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4352 Chironominae sp.  water mite diet isolate 4352-BHL032417-GBD18629_13331-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGGTCTGGTATAGTTGGTACTTCTTTAAGTATGCTAATTTGAGCAGAACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACTATGTAATTGTCACAGCACACGCTTTTATTGTTATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTAAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4356 Chironominae sp.  water mite diet isolate 4356-BHL032417-GBD28214_18086-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTAATTCTTTTAGTATGCTAATTTGAGAAGAAATTGGACGATCTGGTACTTTTATTGG

AGATGACTAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCCATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4358 Chironominae sp.  water mite diet isolate 4358-BHL032417-GBD5996_12474-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTCCTTTAAGTATACTAATTCGAGCAGAACTTGGACAACCTGATACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATAGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4359 Chironomidae sp. water mite diet isolate 4359-BHL032417-GBD10482_10059-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTTGGGTTTGAGCTGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTCTGATTGTTGCCCCCATCATTAACTTTATGATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4361 Chironomidae sp. water mite diet isolate 4361-BHL032417-GBD3096_9772-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCCCACGCCTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCTTCATTAACCTTATTTTTATCTAGCTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4363 Chironomidae sp. water mite diet isolate 4363-BHL032417-GBD25258_20118-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACA

TGCAGGTTCTTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAAATTTTTTTTAGAG

TTATACCAATCTTAATTGGAGGATTTGGAAATTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAAAAGTGGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4367 Chironominae sp.  water mite diet isolate 4367-BHL032417-GBD5286_20807-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTAATCTGGTATAGTAGGAACTTCTTTAAGAATGTTAATCCGAACGGAATTAGGTCA

TCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCACTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4372 Chironominae sp.  water mite diet isolate 4372-BHL032417-GBD13807_4452-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTT-

GGATCTTGATCGGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTAACAGCACACGCCTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTACTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGACCAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4373 Chironomidae sp. water mite diet isolate 4373-BHL032417-GBD25875_13992-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTATTAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGAGCTCCTGATATAGCTTTCCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTAATTAACCTTACTATTATCAAGCTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4378 Chironominae sp.  water mite diet isolate 4378-BHL032417-GBD10053_4983-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTAGGATAGTAGGTACTTCTTTTAGTATGCTAATTCGGGCAGAAATTGGACGACCTTGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACATCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAATCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4381 Chironominae sp.  water mite diet isolate 4381-BHL032417-GBD14875_5473-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTT-

GGAGCTTGAACGGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCTGGGACCTTTATTG

GAGATGACCAAATTTACAATGTAATTGTGACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTG

GAGGTTTTGGAAATTGACTTGTTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTT

GACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTCTTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4382 Chironomidae sp. water mite diet isolate 4382-BHL032417-GBD3761_19280-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTCTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAAAAGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAAGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATAAAGCTTTTCCCCGAAA

AAAAAAAAAAAAATTTTGATTATTAACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4384 Chironominae sp. water mite diet isolate 4384-BHL032417-GBD12660_9284-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTTATTTTTGGAGCTTGATTTGGTATAGTAGGTACTTCTTTAAGTATGCTTATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTCTCACAGCCCACCGTTTTATTATAATTTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAA

AAATAATATAAGTTTTCGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4385 Orthocladiinae sp. water mite diet isolate 4385-BHL032417-GBD8394_3512-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAAGTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGTAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCTTCATTAACTCTTTTTCTTTCAAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4386 Chironominae sp. water mite diet isolate 4386-BHL032417-GBD18691_2457-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTT-

GGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGTACGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGG

AGATGACCATATTTACAAGGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAAC---TTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4387 Chironominae sp.  water mite diet isolate 4387-BHL032417-GBD13304_4933-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTT-

GGAGCTTGAGCGGGGATAGTAGGTACTTCTTTAAGTATGCTAAATCGAGCAGAACTTGGACGATCTGTTACTTTTATTG

GAGATGACCAAATTTACAATGTAATTGTAACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTG

GAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTT

GACTTCTTCCCTCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4389 Chironominae sp. water mite diet isolate 4389-BHL032417-GBD14532_3997-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTT-

GGAGCTTGAGCGGGGATAGTAGGTACTTCTTCAAGGATGCTAAATCGAGCAGAACTTGGACGACCTGGGACTTTTATTG

GAGATGACCAAACTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTG

GAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTT

GACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTCTTGTAGAAAATGGAGCTGGACCAG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL439 Oligochaeta sp. water mite diet isolate 439-BHL040517-GBD16207_16981-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTGCCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTTCTAATTC

AATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL4397 Chironominae sp.  water mite diet isolate 4397-BHL032417-GBD5494_13735-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTCAAGTATGCTAATTCGAGCAGAACTTAGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAATCAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTTTGACTTTCAAGTTCTATTGTAGAAAACGGAGCAGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4398 Chironominae sp.  water mite diet isolate 4398-BHL032417-GBD4148_21416-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGGGCAGATCTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATGGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCGCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCACTTCATTAACTCTTTTACTTTCAAGTTCTATTCTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL440 Chironomus riparius water mite diet isolate 440-BHL040517-GBD25857_19453-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTAACTTGT-

CCCATAATACTAGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGGCTTTTACCCCCCTCTCATACT

CTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4400 Chironominae sp.  water mite diet isolate 4400-BHL032417-GBD22934_3794-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGGTCTGTTATAGTAGGTACTTCTTTTAGTATGCTAATTCGAGCAGGACTTGGACGACCTGGGACTTTTATTGG

AGATGACCAAATTTACAATGTTATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAGAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4402 Chironominae sp. water mite diet isolate 4402-BHL032417-GBD29220_13073-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATTGTAGGTAATTCTTTTAGTATGATAATTCGAGTAGGAATTGGGCGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTTACAGCACAAGCTTTTATTATAATTTTTTTTATAGTTATGCCCATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCTTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4406 Chironominae sp.  water mite diet isolate 4406-BHL032417-GBD11095_3860-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGATACTTCTTTAAGTATGCTAATTCGAGCAGTACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACCCGCTTTTATTATAATTTTTTTTATAGTTAGGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCTTCTACCTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4410 Chironominae sp. water mite diet isolate 4410-BHL032417-GBD13865_29088-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATTGTAGGTACTTCTTTTTGTATTCTAATTTGAGCTGTACTTGGACGACCTGGTACTTTTATTGGA

GATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATTATTTTTTTTTATAGTTATGCCGATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGATCCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4412 Chironominae sp. water mite diet isolate 4412-BHL032417-GBD14563_4489-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTT-

GGAGCTTGAGCGGGTATAGTAGGTACTTCTTTAAGTATGCTAAGTCGAGCAGAACTTGGACGACCTGGAACATTTATTG

GAGATGACCAAATTTACAATGTAAGTGTAACAGAACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTG

GAGGTTTTTGAAATTGACTTATTCCTTTAATGTTAGGAACCCCTGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTT

GACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4416 Chironomidae sp. water mite diet isolate 4416-BHL032417-GBD13384_13541-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTGAAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTCTAATATTAGGAGCTCCTGATATAGCTTTTCCGAGAATA

AATAATATAAGATTTTGATTATTACCACCATCACTAACCTTACTTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4417 Chironomidae sp.  water mite diet isolate 4417-BHL032417-GBD18314_3303-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTGTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATGCGAGCAGAAGTAGGAC

ATTCAGGCTCATTAATTGGAGACGATTAAATTTATAATGAAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTAGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4418 Chironominae sp.  water mite diet isolate 4418-BHL032417-GBD20663_19484-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTTCAATGTAATTTTCACAGCACACGCCTTTATTATAATTTTTTTTATAGTTATATCAATTTTAATTTGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATAGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4419 Chironominae sp.  water mite diet isolate 4419-BHL032417-GBD26165_16834-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAATTATGCTACTTCGAGCAGAACTTGTACGACCTGATACTTTTATAGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATTGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGATTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTTGTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4420 Chironominae sp. water mite diet isolate 4420-BHL032417-GBD1860_16036-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTG-

AGCTTTATCTGGTATTGTAGGTACTTCTTTTAGTATTCTAATTCGAGCAGAACTTGGACTACCTTGTACTTTTATTGGAGA

TGACCAAATTTACAATGTAATTGTCACCGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGAGGT

TTTGGAAATTGACTTATTCCTTTAATTTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTC

TTCCCCCTTCATTAACTCTATTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4422 Culex sp. water mite diet isolate 4422-BHL032417-GBD29220_13524-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGATCATTATATTTTATTTTTGGTGCTTGAGCAGGAACAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGTCAACCAGGAGTATTTATTGGAAATGATCAAAATTATAATGTTATTGTAACTGCTCAT

GCCTTTATTATAGTTTTTTTTCATAGTAATACCAATTATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGG

AGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCGTCATTGACACTACCACTTTCAAG

TAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4425 Chironominae sp.  water mite diet isolate 4425-BHL032417-GBD21564_26970-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTTGTATAGTAGGTACTTCTTTTAGTATTCTCATTCGAGCAGTACTTGGACGAACTGGTACTTTTATTGGA

GATGACCAAATTTACAATGTAATTGTCACAACACACGCTTTTTTTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGAG

GTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGAC

TTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL443 Amphichaeta raptisae water mite diet isolate 443-BHL040517-GBD13594_21742-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL4430 Chironominae sp.  water mite diet isolate 4430-BHL032417-GBD25041_7491-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTGTAGTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCTGTACTTGGACTACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTCATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATAGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4431 Chironominae sp.  water mite diet isolate 4431-BHL032417-GBD22556_4317-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGTACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTCCCCTCGACTAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCAATAACGCGTTTACGTTCAAGTTCTATTGTAGAAAATGGCGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4433 Chironomidae sp.  water mite diet isolate 4433-BHL032417-GBD24193_13325-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGTCAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAATG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGAATATTGCCCCCTTCATTAACCTTACATTAATCAAGAGCAATAGTAGAAAATGGAGCTGGAGC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4436 Chironomidae sp. water mite diet isolate 4436-BHL032417-GBD27499_21286-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGTAATAGTAGGCACTTCTTTAAGAATTTTAATTCTACTAAAATTAGGATA

CCCAGACTCATTAATCGGAGGCGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTTTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGTCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACCTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4437 Orthocladiinae sp. water mite diet isolate 4437-BHL032417-GBD6698_22931-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCATAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATTATGTAATTGTTACAGCTCATGCTTTTGTAACAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGGGCTCCTGGTATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL444 Chironomus crassicaudatus water mite diet isolate 444-BHL040517-GBD8557_10954-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAGTTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAATTCATTTGCAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL4440 Oligochaeta sp. water mite diet isolate 4440-BHL032417-GBD28362_14870-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATTAACTATATAATACTCTAGTAACTGCACATGCATT

CATAATAATTTTCTTTCTGGTTATACCAGTTCTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTCCCCACGACTTAACAATTTAAGATTCTGACTACTACCCCCTTCACTAATCCGATTAGTGTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL4443 Chironomidae sp.  water mite diet isolate 4443-BHL032417-GBD2062_16765-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGGGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGGGCCCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCCTCATTAACCCTACTTTTATCAACAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4444 Culex sp. water mite diet isolate 4444-BHL032417-GBD26889_23232-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGATCATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTT

TATTAATTCGAGCAGAATTAAGTCAACCAGGTGCATTTATTGGAAATGGTCAAATTTATAATGTTATTGTTACTGCTCATG

CTTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATAGCCTTTCCTTGAATAAATAATATAAGTTCTTGAATACTTCCTCCTTCATTGACACTACTACTATCAAGTAG

TTTAGTAGAAAATGGAGCTCGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4446 Chironominae sp. water mite diet isolate 4446-BHL032417-GBD13501_27368-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTAATTCGAGCAGTACTTGGACGACCTGGTACTTTTATTTG

AGATGACCAAATTTTCAATGTAATTGTCACAGTACACGCTTTTATTATAATTTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCGTCCCCCTTCATTAACTCTTTTACATTCAAATTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL445 Chydorus brevilabris water mite diet isolate 445-BHL040517-GBD21444_21434-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACAAAG

AGGGACCAGTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGTTAT

ACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCCCGTCTTA

ATAAATTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTGGGGGGGGGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4451 Chironominae sp.  water mite diet isolate 4451-BHL032417-GBD24477_14967-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTCTTTTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTCTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTCCATTAACTCCTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4452 Chironominae sp.  water mite diet isolate 4452-BHL032417-GBD25893_11765-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTTATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACTGCACACGCTTTTATTATAATTTTTTCTTATAGTT

ATGCCAATTTTAATTTGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCCTCATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4455 Chironomidae sp. water mite diet isolate 4455-BHL032417-GBD11782_26085-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTTGACTAGAATTAGGACAC

CCAGGCTCATTAATCTGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTATAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGAGTCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTGCCTTTATCAAGAACAATAGTAGAAAATGGAGCTGGAGC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4456 Chironominae sp.  water mite diet isolate 4456-BHL032417-GBD14113_26866-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATTCTAATTAGAGCAGAACTTGGATGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATTTTAGGAACCCCAGATATGGCTTTTCCTCGAATAAATAATATAAGTTTCTGA

CTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL446 Oligochaeta sp. water mite diet isolate 446-BHL040517-GBD18933_16680-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTATTACTTGGAGCACC

AGATATGGCCTTCCCACGACTTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTAGTTTCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL4462 Chironominae sp. water mite diet isolate 4462-BHL032417-GBD15698_8907-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTATAGTATGCTAATTCAAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGAGTAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTTTTACTTTCAAATTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4469 Chironominae sp.  water mite diet isolate 4469-BHL032417-GBD24999_22899-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATTGTAGGTACTTCTTTTAGTAAGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGG

AGATGAACAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATCGACTTATTCCTTTAATATTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTATTACTTTCAAGTACTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL447 Chironominae sp.  water mite diet isolate 447-BHL040517-GBD12740_19749-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATTAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTACTCATGCATTTATTATATTTTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTCTCAAGTTCGATTGTAGAAAATGGAGCTGAAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4470 Chironominae sp.  water mite diet isolate 4470-BHL032417-GBD8228_21785-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTCAAGTATGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTAACAGCACACGACTTTAATATAATTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTCTTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4471 Culex sp. water mite diet isolate 4471-BHL032417-GBD21733_17088-Ldc32 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTTGGGCTTTGAGTTGGATTAGTTGGAATTTCTTTAGGT

TTACTATTTCGAGCGGATTTAAGTCAACCAGGTGTATTTATTGGAAATGGTCAAATTTATAATGTTATTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTTGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4475 Chironomidae sp.  water mite diet isolate 4475-BHL032417-GBD4145_18437-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGAAGCTTGATCGGGAATCGTAGGCACTTCTTTACGAATTTTAATTCGACTAGATTTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTGTGCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACATTAATCAAGAGCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4477 Chironominae sp. water mite diet isolate 4477-BHL032417-GBD3661_12738-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGGTTAGTCTGGTATAATAGGTACTTCTTTTAGTATGCTAATTCGGGCAGAACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATCTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCGTCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL448 Chironomus crassicaudatus water mite diet isolate 448-BHL040517-GBD8480_7376-Ldc35 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATATTATTTTGGTGCTTGCTCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAGTTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGATCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL4481 Chironominae sp.  water mite diet isolate 4481-BHL032417-GBD14499_24094-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAACTTGATCTGGTATTGTATGTACTTCTTTAATTATTCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGGA

TATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGAG

GTTTTGGAAATTGACTTATTCCTTTAATTTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGAC

TACTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4482 Chironomidae sp. water mite diet isolate 4482-BHL032417-GBD11789_7695-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTACTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGAACATGCTTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTATCTTTGATATTAGGGGATCCTGATATAGCTTTTACGCGAA

TAAGTAATATAAGATTTTGATTATTACCCACTTCATTAACCTGACGTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4488 Chironominae sp. water mite diet isolate 4488-BHL032417-GBD8099_12213-Ldc32 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGTGCAGAACTTGGACGACCTGGTACTTTTATTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACACTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTACTTCCCCCTTCATTAACTCTTTATCAAGCAAGTGCTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL449 Chironomidae sp.  water mite diet isolate 449-BHL040517-GBD21573_16830-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGGCCATACTTTTATTATAATTTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCG

AATAAATAATATAAGATTTTGACTTTTACCCCCTTCCTTAACATTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4492 Paratanytarsus sp.  water mite diet isolate 4492-BHL032417-GBD20586_22054-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCCATAG

TTATACCTATTTTATTTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAACAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4495 Chironomus crassicaudatus water mite diet isolate 4495-BHL032417-GBD7793_7003-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTTGGTGCTCGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCAAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATATCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTTGAATAAATAATATAAGTTTTGGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL4496 Drosophila sp. water mite diet isolate 4496-BHL032417-GBD7230_9083-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATT

TTAATTCGAGCAGAACTCGGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGC

TTTTGTAATAATTTTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAG

CCCCTGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCC--

CTCTTTAACTCTTTTACTTTCAAGTAGAATAATGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.4% 

identical to accession ID DQ471587, identified in GenBank 

as Drosophila karakasa. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4497 Paratanytarsus sp.  water mite diet isolate 4497-BHL032417-GBD9091_17910-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGTGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCGCCAGATATAGCGCTTCCTCGAAT

AAATAAAATAAGATATTGACTTCTTCCCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4498 Paratanytarsus sp. water mite diet isolate 4498-BHL032417-GBD14519_23025-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATATTGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4499 Chironomidae sp. water mite diet isolate 4499-BHL032417-GBD27976_18560-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGTACATCTTTAAGAATTTTGATTCGAGCAGAACTCGGTCACGC

TGGTTCTTTAATCGGAGACGATCAAATTTATAATGTATTTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL450 Lebertia sp.  water mite diet isolate 450-BHL040517-GBD22359_12472-Ldc35 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGAAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTAAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTTCATA

GTAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATTAGAGCCCCAGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTTCCTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4500 Chironomidae sp. water mite diet isolate 4500-BHL032417-GBD7799_23013-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCAC

GCTGTTTCTTTAATCGGAGACGATCAAATTTATAATGTATTTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGGG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGAGAGCCCCTGATATAGCATTCCCACGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4501 Chironomidae sp. water mite diet isolate 4501-BHL032417-GBD12807_8855-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAAT

ATTAATTCGAGCTGAACTAGGACATCCTGGAACTTTTATTGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACG

CTTTTGTAATAATTTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAG

CCCCTGATATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCCGTCATTAACTTTATTATTATCTAGCT

CTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID KM102730, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4502 Paratanytarsus sp. water mite diet isolate 4502-BHL032417-GBD28554_14155-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTCTTTTAATTGGAGGATTTGGCAACTGATTATTGCCTTTAATAATAGGAGCCCCAGATATAGCTTTTCCCCCAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACACTTTTACTTTCAAGGAAAATAGTGGAAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4503 Oligochaeta sp. water mite diet isolate 4503-BHL032417-GBD14968_5431-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAAATTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGAT

TTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCA--AGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL4504 Paratanytarsus sp.  water mite diet isolate 4504-BHL032417-GBD18871_8367-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGGC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTTGGGAGCTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACGCTTCTACTTTCAAGTAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4505 Paratanytarsus sp. water mite diet isolate 4505-BHL032417-GBD16131_25888-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATCTGGGAACTGATTATTGCCTTTAAAATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGAGTTTGACTTCTCCCCCCCCTCGTTAACTCCGTTACTTTCAAGTAGAAAAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4507 Chironomus sp. water mite diet isolate 4507-BHL032417-GBD9598_15020-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCAAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATATCAATCTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCCTCTTTAACGCTTTTACTTTCAAGTAAAATAGTGGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL4508 Chironomus sp. water mite diet isolate 4508-BHL032417-GBD29650_15048-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCAAGCA

GAATTATGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATATCAATTTTAATTGGAGGTTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTGGACTTCTCCCCCCAGCTTTAACTCTTCTTCTTTTTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL4509 Paratanytarsus sp. water mite diet isolate 4509-BHL032417-GBD11694_20874-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACGCT

GCTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCTAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL451 Chydorus brevilabris water mite diet isolate 451-BHL040517-GBD22839_25659-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTCTTTGGAATTTGAGCTGGTATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATAAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTCTTAGTAGGGGGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4511 Paratanytarsus sp.  water mite diet isolate 4511-BHL032417-GBD26960_21806-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCTAGATATAGCTTTTCCTCGAAAA

AATAATATAAGATTTTGACATCTTCCCCCCTCGTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4512 Paratanytarsus sp.  water mite diet isolate 4512-BHL032417-GBD21855_23388-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGAATTGGGAACTGGTTATTGCCTTTAATATTAGGTGCCCCAGAAATAACTTTTCCTCGAA

TAAAAAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTCTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4513 Paratanytarsus sp. water mite diet isolate 4513-BHL032417-GBD17489_1927-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGCACTCGGTCACGCT

GGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATCATTTTTTTTCATAGTTATA

CCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4514 Paratanytarsus sp.  water mite diet isolate 4514-BHL032417-GBD8032_23543-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATATTGACTACTACCCCCCACTTTAACACTATAACTATCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4515 Paratanytarsus sp. water mite diet isolate 4515-BHL032417-GBD15658_10215-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCAAGCAGAATTAGGACGTCCT

GGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR770273, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4516 Paratanytarsus sp.  water mite diet isolate 4516-BHL032417-GBD23056_16983-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTTATTTTCGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACTTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GTATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4517 Paratanytarsus sp.  water mite diet isolate 4517-BHL032417-GBD19175_23877-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTTGGAGCCTGAGCAGGAATAGTAGGAACTGCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGAACAAATTTATAATGTAATTGTTACAGCTCATGCATTCATTATAATTTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4519 Parachironomus sp.  water mite diet isolate 4519-BHL032417-GBD22290_22570-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGACTAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL452 Chironomus sp. water mite diet isolate 452-BHL040517-GBD22697_19494-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTCTAGGGGCTTCACCCGGAATAGTGGTAACTTCATTAAGAATGCTTATTCGAGCAGATTT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCAACTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4520 Paratanytarsus sp. water mite diet isolate 4520-BHL032417-GBD14501_25232-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACCTTATTTTTGGTGCTTGATCCGGAATAGTAGGAACTTCCTTAAGAATATTTATTCGAGCTGAATTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCATGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4522 Paratanytarsus sp.  water mite diet isolate 4522-BHL032417-GBD19402_27449-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTGTAGTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTTAAGATTATTAATTCGAGCTGAGCTAGGA

CATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAGTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGTAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4523 Paratanytarsus sp.  water mite diet isolate 4523-BHL032417-GBD7181_18950-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGTCTGATCAGGAATAGTAGGCACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGAACAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTGCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4526 Chironomus riparius water mite diet isolate 4526-BHL032417-GBD27025_15113-Ldc33 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATGGGAGATGAACAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTCTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4527 Paratanytarsus sp.  water mite diet isolate 4527-BHL032417-GBD11452_16353-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTCGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGATCCCCAGATATAGCTTCTCCTCGAAT

AAATAATAAAAGATTTTGACTTCTTCCCCCACTCTTTAAATCGTTGACTTTCAAGTAGAATAGGGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4529 Paratanytarsus sp.  water mite diet isolate 4529-BHL032417-GBD19484_27083-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGCGTCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL453 Oligochaeta sp. water mite diet isolate 453-BHL040517-GBD27297_11431-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAAGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTT

CCTAATAATTTTCTTTATGGTTATACCAGTATTTATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGAATAAACAATTTAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL4530 Paratanytarsus sp.  water mite diet isolate 4530-BHL032417-GBD10681_25226-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTGGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGACTTTAATATTAGTAGTCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTGCTTCCCCCCCTCTTTAACTCTTTTACTGTCAAGTAGAATAGTGGAAAATGGATCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4531 Paratanytarsus sp. water mite diet isolate 4531-BHL032417-GBD11781_28721-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCATAAGAATATTAATTCGAGCTAAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACAAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGTATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCCCGAAT

AAATAATATAAGATTTTGACTGCTTCCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4532 Chironominae sp. water mite diet isolate 4532-BHL032417-GBD25675_12287-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTGTTGGAGCTTGATCAGGTATTGTAGGAACTTCTTTAAGTATTTTAATCCGAACGGTATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAATTTTATAATGTAATTTTTACTGCTCATGCTTTTGTTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4534 Paratanytarsus sp.  water mite diet isolate 4534-BHL032417-GBD23545_15282-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCTGAACTATGACA

ACCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTTTTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4535 Chironomidae sp. water mite diet isolate 4535-BHL032417-GBD21727_11125-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTTATTTTTGGGGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTTATTCGAGCTGAACTCGGTCACGC

TGGTTCTTTAATCGGAGACGAACAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTGAT

ACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATAAA

TAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4539 Chironomidae sp.  water mite diet isolate 4539-BHL032417-GBD24435_11195-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGATGATTAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4541 Cricotopus sp.  water mite diet isolate 4541-BHL032417-GBD3061_14077-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGACCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCAGATAAAGCATTCCCTCGAA

TAAATATCATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4544 Paratanytarsus sp.  water mite diet isolate 4544-BHL032417-GBD25486_9151-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGATGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGTGAACTGATTATTGCCTTTAATATTAGGGGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4546 Paratanytarsus sp. water mite diet isolate 4546-BHL032417-GBD26771_17740-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATACTAATTCGAGCTAAACTA

GGACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGTATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCGTTAACTCTTTTACTTTCAAGGAGAATAGTGGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4547 Paratanytarsus sp.  water mite diet isolate 4547-BHL032417-GBD12336_8827-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTCTATTGGAGATGACCAAATTTATAATGTAATTGTGACAGCTCATGCATTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCTTCGA

ATAAATAATATAAGATTTTGACTACTTCCCCCCTCGTTAACACTTTTACTTGCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4548 Diptera sp. water mite diet isolate 4548-BHL032417-GBD21852_15593-Ldc33 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATT

TTAATTCGAGCAGAACTCGGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGC

CTTTGTAATAATTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGC

CCCTGATATAGCATTCCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAG

AATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID HM022405, identified in GenBank 

as Anopheles peryassui. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL455 Chironomus riparius water mite diet isolate 455-BHL040517-GBD26041_14341-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACGTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTGTTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCACTAATACTTGGAGCACCTGACGTAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTGTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4551 Paratanytarsus sp. water mite diet isolate 4551-BHL032417-GBD21540_10183-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATACTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGAATCTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4552 Chironominae sp.  water mite diet isolate 4552-BHL032417-GBD21440_23893-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCAAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAGCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGATTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTGCCCCTTTCATTAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4553 Chironominae sp. water mite diet isolate 4553-BHL032417-GBD7136_18089-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGAACAAATTTATAATGTTATTGTAACAGCTCATGTTTTTATTATAATTTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATACAAGATTCTGATTACTTCCCCATTCTTTATCACTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4556 Amphichaeta sp. water mite diet isolate 4556-BHL032417-GBD25414_22051-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTTAGGAAGAGA

CCAACTATATAATACCTTAGTTACTGCACATGCATTTTTTAATAATTTTTTTTCTTAGTAATACCAGTTTTTATTGGAGGAT

TTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATTTTGACTAT

TACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL456 Chironomus sp. water mite diet isolate 456-BHL040517-GBD12626_17340-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4560 Paratanytarsus sp. water mite diet isolate 4560-BHL032417-GBD14726_8318-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAGTT

ATACCTTTTTTAATTGGAGGATTTGGAAACTGATTAATGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTACTACCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4562 Paratanytarsus sp.  water mite diet isolate 4562-BHL032417-GBD24859_22624-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCTTTTTTGGTGCCTGATCAGGTATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCGGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATATAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTCATAGA

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4563 Paratanytarsus sp. water mite diet isolate 4563-BHL032417-GBD11799_20708-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTACCTTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTTGAGGATTAGGGAACTGATTATTGCCTTCAATATTAGGAGCCCCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTTTGACGTCGTCCCCCATCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAAGGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4566 Paratanytarsus sp.  water mite diet isolate 4566-BHL032417-GBD15273_4379-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTAAACTAGGAC

ATCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTTGGGAGCTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTTACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4567 Phaenopsectra sp.  water mite diet isolate 4567-BHL032417-GBD27992_17399-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTTGGAGCTTGATCAGGATTATTAGGAACTTCTTTAAGTTTATTAATTCGAGCTGAATTAGGT

CACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGA

ATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCATTACGTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGA

ACGGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4569 Paratanytarsus sp.  water mite diet isolate 4569-BHL032417-GBD26420_9520-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTAAACTAGGACATCCT

GGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTTGGGAACTGATTATTCCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTACTTCCCCCCTCTTTAACACTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL457 Chironominae sp.  water mite diet isolate 457-BHL040517-GBD21071_15972-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAAGAATGGTAGGAACTTCTTTAAGTATACTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAACGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGGCTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4571 Chironomidae sp. water mite diet isolate 4571-BHL032417-GBD2429_16059-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTTGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTTAGT

GAAACCTATTTTAATTGGAGGATTTGGAAATTGATTAGGTCCTTTAATATTGGGAGCCCCTGATATAACCTTCCCTCGAA

TAAAAAATATAAGGTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4573 Paratanytarsus sp.  water mite diet isolate 4573-BHL032417-GBD5195_9080-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTAAAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTTATTATTGCCTTTAATATTAGGAGCCCCAGAAAAAGCTTTTCCTCGAAT

AAATAATAAAAGATTTTGACTGCTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4574 Paratanytarsus sp.  water mite diet isolate 4574-BHL032417-GBD28571_14434-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTCTAAGTATATTAATTCGAGCTGATCTAGGACA

TCCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGAGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCATTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4577 Paratanytarsus sp.  water mite diet isolate 4577-BHL032417-GBD4441_22304-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGAAGACCAAATTTATAATGTGATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCGGATATAGCTGTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCCCTCTTTAACTCGTGTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4578 Paratanytarsus sp.  water mite diet isolate 4578-BHL032417-GBD13647_2298-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATATATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCGAAG

AAATAATATAAGATTTTGACTTCTTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CCGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL458 Chironomus sp. water mite diet isolate 458-BHL040517-GBD23817_10486-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCCGGAAATTTCATTGGCGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTC

TCATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAAGACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGCTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4583 Paratanytarsus sp.  water mite diet isolate 4583-BHL032417-GBD13618_5034-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCGAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTTGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAGT

TATAACTACTTTAAATGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4586 Chironominae sp.  water mite diet isolate 4586-BHL032417-GBD25946_9128-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGACA

TCCTGGAACATTTATTGGTAATGAACAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTAATTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4589 Paratanytarsus sp.  water mite diet isolate 4589-BHL032417-GBD28305_18849-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTTGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCATATATAGCTTTTCCCCGAATA

AAAAAAATAAAATTTTGGCTTCTTCCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL459 Chironomus sp. water mite diet isolate 459-BHL040517-GBD25338_25324-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTAGTGCACATGCTTTTATTATAATTTTTTT

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTT

CCTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATAGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4590 Orthocladius sp.  water mite diet isolate 4590-BHL032417-GBD13561_11975-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATCGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGAC

ATGCTGGTTCTTTGATTGGAGAAGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTTATGG

TTATACCTATTTTAATTGGAGGGTTTGGAAATTGATTATTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4594 Chironomidae sp.  water mite diet isolate 4594-BHL032417-GBD18276_9639-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTAGTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGACTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGGGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4595 Paratanytarsus sp.  water mite diet isolate 4595-BHL032417-GBD4467_23240-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATCCGAGCTGAACTAGGCC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGAGTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAATAGAATAGTGGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4599 Paratanytarsus sp.  water mite diet isolate 4599-BHL032417-GBD5711_14842-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTATGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATGATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATAAAACTTTTCCCCCAATA

AATAATATAAGAATTTGACTTCTTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL460 Psectrocladius sp. water mite diet isolate 460-BHL040517-GBD21527_25221-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTCATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAGTAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4600 Paratanytarsus sp. water mite diet isolate 4600-BHL032417-GBD17474_12777-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTATTTGTTACCGCTCACGCTTTTGTAATTAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTACTCCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4602 Amphichaeta raptisae water mite diet isolate 4602-BHL032417-GBD24310_21704-Ldc33 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGAACAGGAACAAGACTATTAATTCGAATTGAATTAAACCATCCTGGAGCCTTTT

TAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTATTAGTAATACCATTTTTTA

TTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGA

TTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL4604 Paratanytarsus sp.  water mite diet isolate 4604-BHL032417-GBD26306_18170-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTAGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGTGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATAGAAGATGTTGACTGCTGCCCCCCTCTTTAACGCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4605 Chironomidae sp. water mite diet isolate 4605-BHL032417-GBD9613_17467-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATAAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCAGGTTCTTTAATCGGACACGATTAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTAAAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGTTTAGTTCCTTTAATATTGAGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTAGAAAACGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4607 Paratanytarsus sp.  water mite diet isolate 4607-BHL032417-GBD16333_26996-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGAACAAATTTATAATGTAATTGTTACAGCTCATGCATTTTTTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAAT

AAATAATATAAGATTTTGAATTATTCCCCCCATCTTTAACCCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4609 Paratanytarsus sp.  water mite diet isolate 4609-BHL032417-GBD16058_11709-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTACATCTTTGGTGTCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGATCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTGTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCCTTTACATTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL461 Phaenopsectra sp. water mite diet isolate 461-BHL040517-GBD6357_19314-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCAT

CCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATA

AATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4610 Chironomidae sp. water mite diet isolate 4610-BHL032417-GBD15092_5584-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGATGGTACAGGAACAAGACTATTAATTCGTATTGAAAT

AACCCATCCTGGAGCCTTTTTAGGAAGAGCCCAACTATATAATACCTTCGTTACAGCTCATGCATTTATTATAATTTTTTTT

CATAGTGATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4614 Chironominae sp.  water mite diet isolate 4614-BHL032417-GBD17272_27552-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCATGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCATGACTA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4616 Paratanytarsus sp.  water mite diet isolate 4616-BHL032417-GBD15119_3639-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAGGA

CATCCTTGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTCGAATAGTGTAAACTGGAGCTGCTAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4619 Paratanytarsus sp.  water mite diet isolate 4619-BHL032417-GBD8496_17863-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTTTAGGATTTGGGAATTGATTATTGCCTTTAATATTAGGAGCCCAAGATATAGCCTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCCTCTTTAACTCTTTTACTTTCAAATAGAATAGTGGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL462 Chironominae sp. water mite diet isolate 462-BHL040517-GBD10784_18612-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCAC

CCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAA

ACAATATAAGTTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4622 Phaenopsectra sp.  water mite diet isolate 4622-BHL032417-GBD7980_19578-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTAAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGTTGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTAACTTTACTTCTTTCTAGTGCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4624 Chironomidae sp. water mite diet isolate 4624-BHL032417-GBD14959_21828-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGTT

ATACCAATATTAATTGGAGGATTTGGAAACTGACTAGTTCCATTAATATTAGGAGCACCAGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTGTTGCCACCATCATTAACTTTATTATTATCTAGAGTAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4627 Chironominae sp. water mite diet isolate 4627-BHL032417-GBD21614_3993-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTACTTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAAATTATAATGTTCTTGTAACTGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTACCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL463 Chironominae sp. water mite diet isolate 463-BHL040517-GBD22958_6691-Ldc35 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTAGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTCCCCTCGAATA

AATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4630 Lebertia sp.  water mite diet isolate 4630-BHL032417-GBD25081_13452-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAACTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAAATGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGCTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4632 Paratanytarsus sp.  water mite diet isolate 4632-BHL032417-GBD6820_8824-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATAGTTCATTTTTGGTGCCTGATCAGGAATAGTAGGTACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTATTCCCCCCTCTTTAACTCATTTACTTGCATGTAGAATAGTGGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4634 Paratanytarsus sp.  water mite diet isolate 4634-BHL032417-GBD20779_17356-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTATGAATATTAATTCGAGCTTAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACTAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGTACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCAGTTACTTTAAAATAGAATAGTGGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4636 Lepidoptera sp. water mite diet isolate 4636-BHL032417-GBD9454_12900-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTTTGGTGCCTGATCAGGACTAGTAGGAACTTCCCTAAG

AATATTAATTCGAGCTGAACTAGGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATACCTTAGTTACTGCAC

ATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGG

GGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATC

GGCTGCA--GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.1% 

identical to accession ID KR780074, identified in GenBank as 

Oligia apameoides. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4641 Chironomidae sp. water mite diet isolate 4641-BHL032417-GBD7070_23149-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTAAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGACTAATACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.3% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4643 Paratanytarsus sp.  water mite diet isolate 4643-BHL032417-GBD4286_18221-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATTAGTAGGAACTTCCCTAAGATTATTATTTCGAGCTGAACTAGGAC

ATCCTGGTACTTTTATTGGAGATGACCAGATTTACAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTATTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4645 Paratanytarsus sp. water mite diet isolate 4645-BHL032417-GBD11950_2986-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTT-

GGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACGCTGGTTCTTTAATTGG

AGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCCTTTGTAATAATTTTTTTTTATAGTGATACCTATTTTAATTGG

AGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTTCTCGAATAAATAATATAAGATTTTG

ACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL465 Psectrocladius sp. water mite diet isolate 465-BHL040517-GBD10133_16274-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTTTAT

AGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTC

GAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4654 Paratanytarsus sp.  water mite diet isolate 4654-BHL032417-GBD19052_25420-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTGTACTTCATTTTTGGTGCCTGATAAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAT

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGACTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTGTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCGCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL466 Psectrocladius sp. water mite diet isolate 466-BHL040517-GBD23398_24598-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTATTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTTAGTATTTTAATTTGAGCAGAACTCG

GTCACGCTGGTTCTTTAATCGGAGCCGGTCAAATTTATAATGTAATTGTTTCCGCTCACGCTTTTGTAATAATTTTTTTTAT

AGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCAGATATAGCATTCCCTC

GAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCACTCTAGTTGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4661 Paratanytarsus sp.  water mite diet isolate 4661-BHL032417-GBD9937_12417-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAATTGTACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

AGCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAACAATATAAGATTTTGACTTCTTCCCCCCTCTTCAACTCTGGTACTTGCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4667 Paratanytarsus sp.  water mite diet isolate 4667-BHL032417-GBD7170_17091-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCCTAGAATATTAATTCGAGTTGAACTATGACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AACAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4669 Paratanytarsus sp.  water mite diet isolate 4669-BHL032417-GBD26937_23138-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGTTGAACTAGGAC

AACCTGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTGCCTTTAATATTAGGGGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTGCTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL467 Chironominae sp. water mite diet isolate 467-BHL040517-GBD10224_21600-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAG

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4679 Paratanytarsus sp.  water mite diet isolate 4679-BHL032417-GBD5612_24585-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATAGTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCAGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTCTGACTACTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL468 Psectrocladius sp.  water mite diet isolate 468-BHL040517-GBD4643_12586-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCCTTTGTAATAATTTTTTTTTTTTAT

AGTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGGGCCCCCGACATAGCATTCCCTC

GAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4680 Paratanytarsus sp.  water mite diet isolate 4680-BHL032417-GBD27715_16118-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAGCTTACCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACTAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCATTTACTTGCAAGTAGAATAGTTGAAAATGGAGCTGGAAC

A

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4682 Paratanytarsus sp. water mite diet isolate 4682-BHL032417-GBD18667_26843-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTACCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATAACTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATAAAGCCTTTCCCCGAA

AAAAAAAAAAAAGATTTTGACCTCTGCCCCCCCTCTTTAACACTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4685 Paratanytarsus sp.  water mite diet isolate 4685-BHL032417-GBD17985_24208-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGAACAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGAATATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCCAAT

AAATAAAATAAGATTTTGACTTATTCCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4687 Culex pipiens water mite diet isolate 4687-BHL032417-GBD22490_4642-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGGTCAAATTTATAATGTTATTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTTGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCGTTGACACTACTACCTTTAAAT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4688 Paratanytarsus sp.  water mite diet isolate 4688-BHL032417-GBD26958_9412-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCTGGAATAGTAGGAACTTCTCTAAGGATATTAATTCGAGCTGAACTAGGACA

TCGTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTCGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTTCTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL469 Chironomidae sp. water mite diet isolate 469-BHL040517-GBD13980_25874-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GACACTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACATCTTTAAGAATATTAATTCGAGCAGAATTAGGGC

ACCCAGGAACATTGATTGGGGATGATCAAATTTACAATGTAATTGTAGCAGCCCATGCTTTTATTATAATTTTTTTTTTAT

AGTTATACCAATTTTAATTGGTGGATTTGGAAATTGGCTTTTACCTTTAATACTTGGAGCCCCTGATATGGCCTTTCCACG

AATAAATAATATAAGATTTTGACTTTTACCCCCATCTATTTCATTACTTCTTTCTAGATCAGTTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KP043758, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4698 Paratanytarsus sp.  water mite diet isolate 4698-BHL032417-GBD25218_22063-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATACTTCATTTTTGGTGCCTGATCAGGTATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGGTTTTCCCCGAAA

AAAAAAAATAAGATTTTGACTTCTTCCCCCCGCTTTAACTCTTTTACTTACAAGTAGAATAGTGTAAAAAGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL470 Psectrocladius sp. water mite diet isolate 470-BHL040517-GBD16275_11421-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCA

CGCTGGTTCTTTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGAAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTATCTGATTACTTCCCCCGTCATTAACCTTACTATTATCTAGCTCACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4703 Paratanytarsus sp. water mite diet isolate 4703-BHL032417-GBD24499_22519-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGTTGAATTAG

GACACCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTATAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTACCCCCCTCATTAACTCTACTACTTTCAAGTAGAATAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL471 Chironomidae sp. water mite diet isolate 471-BHL040517-GBD29111_14695-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATGTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCGCGTGCTTTTGTAATACTTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGAGTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGA

ATAAATAATTATAAGAGTTTGATTATGACCCCCTTCATTAACCAAACTTTTATCAAGATCAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4710 Paratanytarsus sp.  water mite diet isolate 4710-BHL032417-GBD23007_5784-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGATGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTAATGCATTTATTATAATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCTAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAATAGAATAGTGGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4713 Paratanytarsus sp.  water mite diet isolate 4713-BHL032417-GBD2801_11640-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACT

TCCTGGAACTTTTATTGGAGATGAACAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTAGAGGATTTGGGAACTGAATATTGCCTTTAATATTAGGAGACCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTTTTTTACTTTCAAGTAGAATAGTGGAAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL472 Chironomidae sp.  water mite diet isolate 472-BHL040517-GBD8121_13455-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTTAATTCGACTAGAATTAGGCC

ACCCAGTCTCATTACTCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGATTTTGTAATAATTTTTTTAATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAT

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4722 Paratanytarsus sp. water mite diet isolate 4722-BHL032417-GBD19691_15717-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGTTACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATAAAAGAAATTGACTTCGTCCCCCCGCTTTAACACGATAACTTTCAAGTAGAAGAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL473 Chironominae sp.  water mite diet isolate 473-BHL040517-GBD16258_28374-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTAATTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGGGATGACCAAATTTACAATGTAATTGTCATAGCACACGCTTTTATTATAATTTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAAGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4737 Paratanytarsus sp.  water mite diet isolate 4737-BHL032417-GBD20897_27469-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATACTAATTCGAGCTGAACTAGCAC

ATCCTGGAACTTTTTTTGGAGATGAACAAATTTTATAATGTAATTGTTACAGCTCATGCACTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTCCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4738 Parachironomus sp. water mite diet isolate 4738-BHL032417-GBD22915_15987-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGTAGCTTGATCAGGAATAGTAGGAACTTCTTTTAAATATACTTATTCGCGCTACTTTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTTGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL474 Chironomidae sp.  water mite diet isolate 474-BHL040517-GBD17964_27135-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAACTTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTAATAGT

GATACCTATTTTAATTGGAGGCTTTGCAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTGCTGTTATCAAGATCAATAGTAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4740 Paratanytarsus sp.  water mite diet isolate 4740-BHL032417-GBD11559_13690-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGATTATACCTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAGGAATATTAATTCGAGCTGAACTAGGAC

AACCTGGAACTTTTCTTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTGGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCGTCCCCCCTCTTTAACACTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4741 Drosophila sp. water mite diet isolate 4741-BHL032417-GBD12690_2982-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATT

TTAATTCGAGCAGAACTCGGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGC

TTTTGTAATAATTTTTTTTTATAGTGATACCTATTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGC

ACCTGATATAGCATTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCC------ATCACTAATTCTA-

TTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.6% 

identical to accession ID KJ841772, identified in GenBank as 

Scaptodrosophila riverata. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL475 Chironominae sp.  water mite diet isolate 475-BHL040517-GBD2808_17425-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAAAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAATTTTACAATGTAATTGTCACAGTACATGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTATTACTAGCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4754 Paratanytarsus sp.  water mite diet isolate 4754-BHL032417-GBD23505_14909-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGCTCAGGAATAGTAGGTACTTCCCCTAAGCTTATTAAATCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TCTACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTGTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4758 Paratanytarsus sp. water mite diet isolate 4758-BHL032417-GBD11490_17654-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATAACTATTTTAATTGGAGGATTTGGCAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTAAATCACCCCACTTTAACACTGTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGCA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4759 Paratanytarsus sp.  water mite diet isolate 4759-BHL032417-GBD27134_11638-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATAGTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAGCTTCCCTAAGACTATTAATTCGAGCTGAACGAGGAC

ATCATGGAACTTTTATTGGAGATGACCAAAGTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCATTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL476 Chironomidae sp.  water mite diet isolate 476-BHL040517-GBD7923_23575-Ldc36 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTACTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAAGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTCAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGAGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAAATCAATAGTAGAAAATGGAGCTGGAT

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4760 Paratanytarsus sp.  water mite diet isolate 4760-BHL032417-GBD17558_3696-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTTGGTGCATGAGCAGGAATAGTAGGAACTTCCCTAAGAATATTAATGCGAGCTGAACTAGGAC

ATCCTGTAACTTTTATTGGAGATGACCAAATTTAGAATGTAATTGTTACAGCACATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCACAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4762 Paratanytarsus sp.  water mite diet isolate 4762-BHL032417-GBD26595_7091-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGAAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAGT

TATACCTATTTTATTTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTGGCCTCGAAT

AAATAATATAAGATATTGACTTCTTCCCCCCTCTTTAACTCTATTACGTACAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4763 Paratanytarsus sp. water mite diet isolate 4763-BHL032417-GBD27464_15354-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACGAGGAG

ATCCTGGAACTTTTATTGGATATGACCAAATTTATAATCTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTCGAGGATTTGGGAACTGATTATCGCCTTTAATATTAGGAGCCTCAGATATAGCTTTTCCTCGCA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGTAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4764 Paratanytarsus sp.  water mite diet isolate 4764-BHL032417-GBD28484_10127-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGTCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTAGAGCTGAACTAGGAC

AACCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAT

GTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTGGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4765 Paratanytarsus sp. water mite diet isolate 4765-BHL032417-GBD18560_14373-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTGTCGTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTATGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTTTAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCATAGTTAACTCTGTCACTTGCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4766 Paratanytarsus sp.  water mite diet isolate 4766-BHL032417-GBD16392_9516-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATAATTCATTTTTGGTGCCTGATCAGGAAATAGTAGGAACTTCCCTAAGAATATTAATTCGCGCTGAACTAGGA

CATCCTGTAACTTTTATTGGAGATGTCCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCTTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACCTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4767 Paratanytarsus sp. water mite diet isolate 4767-BHL032417-GBD2937_10290-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACAGAAATTTTGGAGACTGATAAGGAATAGTAGGAACTTCACGAAGAATATTAATTCGAGAGGAACTAGGA

CATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4771 Paratanytarsus sp.  water mite diet isolate 4771-BHL032417-GBD3790_9327-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACATCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCGGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGATCATGCATTTATTATAATTTTTTTTCATG

GTTATACCTATTTTAATTGGAGGATTTGTGAACTGATTGTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR286418, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4782 Paratanytarsus sp.  water mite diet isolate 4782-BHL032417-GBD14963_3363-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATAAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGTAACTTTTATTGGAGATGACCAAATTTATAATGGAATTGTTACAGCGCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAAATGGAGGAATTGGGAACTGATTATAGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAC

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4784 Paratanytarsus sp.  water mite diet isolate 4784-BHL032417-GBD18195_28222-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAATTATACTTCATTTTTGGTGCCTGATCAGGAATAGGAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGCTTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCACTGTAACTCTTTGACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL479 Chironomidae sp. water mite diet isolate 479-BHL040517-GBD7699_10293-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCGGGAATAGTTGGAACTTCTTTAATAATTCTACTTCGAGCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTATAG

TTATACCAATCTTAATTGTAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAAAAATATAAGTTTTTGATTGTTGCCACCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4793 Paratanytarsus sp.  water mite diet isolate 4793-BHL032417-GBD24925_6799-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTG-

TGCCTGATCAGGAATTGTAGGAACTTCCCTTAGAATTTTATTTCGAGCTGGACTAGGACATCCTGGAACTTTTATTTGAG

ATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGG

ATTTGGGAACTGATTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACT

TCTTCCCCCCTCTTTAAATCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4795 Paratanytarsus sp. water mite diet isolate 4795-BHL032417-GBD27151_18413-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGTATATTAATTCGAGCTGAACTAGGACAT

CCTGGAACTCTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCACGCATTTATTATAATTTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTTTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACGTCTTCCCCCCTCATTAACTCTTTTACCTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL480 Chironomidae sp.  water mite diet isolate 480-BHL040517-GBD5913_8239-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTATTTTCGGAGCATGATCAGGAATAGTTGGAACTTCTTTAAGCATTCTAATTCGAGCAGAATTAG

GACATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTA

TAGTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCAC

GAATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAATTGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4800 Paratanytarsus sp. water mite diet isolate 4800-BHL032417-GBD7517_7429-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACGTCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTTCCCCCCACTTTAACTATTTTTCTTTCTAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4801 Paratanytarsus sp. water mite diet isolate 4801-BHL032417-GBD8863_12229-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGAGCCTGACCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTT

ATAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTAAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTACTACCCCCCTCATTAACTCTTTTACTATCAAGATGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4808 Paratanytarsus sp.  water mite diet isolate 4808-BHL032417-GBD8264_15393-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTGTAGTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTATGAATATTAATTCGCGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTATGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCGTTAACTCTTTTACTTTCAAGTAGAATAGTGGGAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL481 Chironomidae sp. water mite diet isolate 481-BHL040517-GBD22485_20125-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTATGAATTCTAATTCGAGCATAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGGTTTTGATTGTTGCCCCCATCATTAACTTAATTATTATCTAGAACAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4810 Paratanytarsus sp.  water mite diet isolate 4810-BHL032417-GBD16209_27598-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGGATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGTAGATGACCAAATTTAGAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATAGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL482 Chironomidae sp.  water mite diet isolate 482-BHL040517-GBD21096_26448-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GACACTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACATCTTTAAGAATATTAATTCGAGCAGAATTAAGAC

ATCCAGGAACATTGATTGGGGATGATCAAATTTACAATGTAATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGTGGGTTTGGAAATTGGCTTTTACCTTTAATACTCGGGGCCCCTGATATAGCCTTTCCACGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCTATTTCATTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KP043758, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4820 Paratanytarsus sp. water mite diet isolate 4820-BHL032417-GBD8406_25490-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATTTTAATTCGAGCTGAACTAGGACATC

CTGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTCATAGTTA

TACCTTTTTTAATTGGAGGATTTGGAAACTGATTATTCCCTTTAATATTAGGAGCCCCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTGTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4823 Paratanytarsus sp. water mite diet isolate 4823-BHL032417-GBD17285_17476-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCAAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTCTAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4825 Paratanytarsus sp. water mite diet isolate 4825-BHL032417-GBD10083_25008-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTATTATTAGGAGCCCAAGATATAGCTTTTCCTCGAA

TAAATAATAAAAGATTTTGACTTAATCACAACTCTTTAACACGTTGACTTACAAGTAGAATAGTGGAAAACGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL483 Psectrocladius sp.  water mite diet isolate 483-BHL040517-GBD17417_27780-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATAATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAACTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4830 Paratanytarsus sp. water mite diet isolate 4830-BHL032417-GBD16999_27279-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGATTAAATTTATAATGTAATTGTTAAAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGTAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTGTCAAGTAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4831 Paratanytarsus sp.  water mite diet isolate 4831-BHL032417-GBD21030_15617-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTATGAATATTAATTCGAGCTGAACTAGGACATC

CTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTAGAATAAA

TAATATAAGATTGTGACTTCTACCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGAAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4832 Paratanytarsus sp. water mite diet isolate 4832-BHL032417-GBD11052_2957-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATAGTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCCGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCCAATA

AATAATAATAAG-

TTTTGACTTCTTCCCCCCTTCTTTAACTCTTTTACTTTCAAGTAGAATAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4834 Chironominae sp. water mite diet isolate 4834-BHL032417-GBD25716_13444-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCATATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTGCCACTAATATTGGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4838 Drosophila sp. water mite diet isolate 4838-BHL032417-GBD8273_22116-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATT

TTAATTCGAGCAGAACTCGGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTATTTGTTACCGCTCACGC

TTTTGTAATAATTTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGC

TCCAGATATGGCCTTCCCTCGAATAAATAATATAAGTTTTGGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCA

TTTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.7% 

identical to accession ID EU493592, identified in GenBank as 

Drosophila pulaua. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL484 Chironomidae sp. water mite diet isolate 484-BHL040517-GBD14338_5579-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTTTTTTTATTTTCGGAGCTTGAGCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATGCGAGCAGAATGAGGA

CATGCAGGCTCATTAATGGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAACTTTTTTTTAT

AGTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCAC

GAATAAATAATATAAGTTTTTGACTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4845 Paratanytarsus sp. water mite diet isolate 4845-BHL032417-GBD4264_19014-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTATGAACTTCCCTAAGAATATTAATTCGAGCTTAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTGATACCCATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGTATCCCCTGATATAGCATTCCCTCG

AATAAATAATATAAGGTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACGCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL485 Chironomidae sp. water mite diet isolate 485-BHL040517-GBD14864_3524-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTGGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAG

AGTCAGTCTCATTAATTGGAGACGATCCAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4856 Paratanytarsus sp.  water mite diet isolate 4856-BHL032417-GBD29008_13651-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTACGAATATTAATTCGAGCTGAACTCGGAC

ATCCTGGATCTTTAATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTACACCTATTTTAATTGGAGGATTTGTGAACAGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4857 Paratanytarsus sp. water mite diet isolate 4857-BHL032417-GBD10654_6060-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAACTTTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGAATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGAAAAAGCTTTTCCGA

AAAAAAAAAAAAAAAGATTTCGACTTCTTCCCGCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL486 Chironomidae sp.  water mite diet isolate 486-BHL040517-GBD24037_9921-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL487 Chironomidae sp. water mite diet isolate 487-BHL040517-GBD7404_15316-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGATGGAACTTCTTTGAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATAATAATTTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGATCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATATTATAAGTTTTTGATTGTTGCCCCCATCATTAGCTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4874 Paratanytarsus sp.  water mite diet isolate 4874-BHL032417-GBD24253_12810-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTATGGTGTCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCACAGT

TATACCTATTTTAATTGGAGGATTTTGGGAACTGGTTATTGCCTTTAATATTAGGAGCCTCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCGCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4877 Paratanytarsus sp.  water mite diet isolate 4877-BHL032417-GBD18977_20943-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATCGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCGTGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGCAATTGATTATTGCCTTTAATGTTAGGAGTCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCATCACCCCTCTTTAACTCGTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL488 Orthocladiinae sp. water mite diet isolate 488-BHL040517-GBD12927_17322-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGTTCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCTGGCTCATTAATTGATGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACGAA

TAAATATTATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4886 Paratanytarsus sp.  water mite diet isolate 4886-BHL032417-GBD20581_25170-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATCCTTCATTTTTGGTGCCTGATCAGGAATAGTAGTTACTTCCCTATGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACTAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATATTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGACTTTAATATTAGTAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCATTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4888 Paratanytarsus sp.  water mite diet isolate 4888-BHL032417-GBD27570_12349-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTGTAGTTCATTTTTGGTGCCTGATCAGGAATAGTAGGTACTTCCCTACGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCACTTTAACTCATTTACTTTCAAGTAGAATAGTGGAAAATCGAGCTGGAAC

A

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL489 Chironomidae sp. water mite diet isolate 489-BHL040517-GBD17891_8769-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGATCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGATCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAGACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGATTTTGATGGTGGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4898 Paratanytarsus sp.  water mite diet isolate 4898-BHL032417-GBD3283_13949-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTGTAGTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAGA

TCCTGGAACCTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTAGTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTGTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4899 Paratanytarsus sp. water mite diet isolate 4899-BHL032417-GBD9476_18954-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATAAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTAGAGGATTTGGGAACTGAGTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTAATCCCCACTCTGTAACACTTTTACGTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL490 Orthocladiinae sp.  water mite diet isolate 490-BHL040517-GBD22183_5037-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTTTACTTTATTTTCGGAGCTTGATCCGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGAAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTCATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATAGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAAATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4902 Paratanytarsus sp.  water mite diet isolate 4902-BHL032417-GBD27962_9903-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCACTATACTTCATTTTCGGTGCCTGATAAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTGCTGCCCCCCTCTTTAACTCTATTACTATCAAGAAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4906 Paratanytarsus sp. water mite diet isolate 4906-BHL032417-GBD25074_23065-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGTTGAACTAGGACA

TCCTGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGTATTTATTATAATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGCTATGGGAACTGATTATTGTCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGAAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4907 Paratanytarsus sp. water mite diet isolate 4907-BHL032417-GBD26339_14752-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGGGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATAGTAGGAGCCCCAGATATAGCTTGTCCTCGA

ATAAATAATATAAGAGGTTGACTTCATCCCCCCACGTTAACTCATGTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL491 Chironomidae sp. water mite diet isolate 491-BHL040517-GBD16572_27930-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACAGTTTATTTTATTCTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGTATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATATTGTAATTGTTACAGATCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGATCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATAGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4910 Paratanytarsus sp. water mite diet isolate 4910-BHL032417-GBD13303_11019-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTTTATTTCATTTTCGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATTTTAATTCGAGCTGAATTAG

GACATCCTGGCACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTAGACTGCTGCCCCCCTAATTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL492 Chironomidae sp. water mite diet isolate 492-BHL040517-GBD21940_11493-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTATA

GTTATTCCAATCTTAATTGGAGGATTTGGAAACTGACTTGTTTCTTTAATATTTGGAGCAACTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGAA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL493 Chironomidae sp. water mite diet isolate 493-BHL040517-GBD19359_4888-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTGTATTTTATTTTCGGAGCTTGATCAGGAATAGGTGGAACTTCTTTAAGAAATCTAATTCGAGCAGAATTATGAC

ATGCAGTCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGAAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACATTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL494 Chironomidae sp.  water mite diet isolate 494-BHL040517-GBD15788_5465-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATAAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAAGTTATAATGTAATTTGTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTATTTCCTCTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4940 Paratanytarsus sp.  water mite diet isolate 4940-BHL032417-GBD27681_13500-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATAATTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGTACTAGGAC

GTCCTGGAATTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATAACTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTTGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4945 Paratanytarsus sp. water mite diet isolate 4945-BHL032417-GBD24253_23879-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTT-

GGTGCCTGATCAGGGTTTGTAGGAACTTCCCTTAGAATTTTAATTCGAGCTGAACTAGGACCTCCTGGAACTTTTATTGG

AGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGA

GGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAAATAATATAAGATTTTG

ACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4951 Paratanytarsus sp. water mite diet isolate 4951-BHL032417-GBD10328_21546-Ldc33 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGATGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGAAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCCCCAGATATAGC-

TTTCCTCGAATAAATAATGTAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4953 Cricotopus sp.  water mite diet isolate 4953-BHL032417-GBD12537_24885-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTC

ATGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TAATACCAATTCTAATTGGAGGATTTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCG

AATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4955 Paratanytarsus sp.  water mite diet isolate 4955-BHL032417-GBD7835_14409-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAACTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4956 Oligochaeta sp. water mite diet isolate 4956-BHL032417-GBD21433_19082-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATAATCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATATCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCATTAATCCTATTAGTTTCTTCTTTCTAAT

TCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL4957 Chironomus sp. water mite diet isolate 4957-BHL032417-GBD15410_21117-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAACGCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAATAGTG

GAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL4959 Chironomidae sp.  water mite diet isolate 4959-BHL032417-GBD21306_14968-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTTTTA

TAGTTACACCTATTTTAATTGGAGGATTGGGAAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCC

GTATAAATAATATAAGTTTTTGGCTTATACCCTCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL496 Chironomidae sp.  water mite diet isolate 496-BHL040517-GBD15409_11823-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTAATTAATTGGGGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATATTTTTTTTTTATA

GTTATACCAATCTTAATTGAAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAAAATTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994396, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4960 Lebertia sp.  water mite diet isolate 4960-BHL032417-GBD4836_7671-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCCATAATAATTAGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCTGCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4963 Chironomidae sp.  water mite diet isolate 4963-BHL032417-GBD9698_22713-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGACCAGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTATAG

TTATACCAATCTTAATTGGATGATCTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4966 Chironomidae sp. water mite diet isolate 4966-BHL032417-GBD21910_19017-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATGCAGG

CTCGTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTATAGTTATAC

CAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCCTTCCCACGAATAAAT

AATATAAGTTTTTGATTGTTGCCCCTATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4967 Chironomidae sp. water mite diet isolate 4967-BHL032417-GBD9105_13851-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAACTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4968 Cricotopus sp. water mite diet isolate 4968-BHL032417-GBD27300_7805-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATATGGAATAGTGGGAACCTATCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTACTTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATACT

ATTACCAAGTCTAATTGGAGGAGTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCTAA

TAAATAATATAAGATTTTGATTATTACCATCTTCTTTAACATTATTATTATCAAAATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4969 Paratanytarsus sp.  water mite diet isolate 4969-BHL032417-GBD28059_20298-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCCGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCAAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTCATTATAATTTTTTTT

CATAGTTATACCTATTTTAATTGAAGGATTTGGGAACTGTTTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATGATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL497 Chironomidae sp. water mite diet isolate 497-BHL040517-GBD12709_2802-Ldc61 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAAAATTCTAATTCGAGCAGAATTAGGACA

TGCAGGCTCATTAGTTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCAACTGATATGGCGTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCACCATCAGTAACTTTATCATTATCGAGATCAATTGTGGAAAATGGCGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4971 Parachironomus sp.  water mite diet isolate 4971-BHL032417-GBD19531_24598-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACTCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTCATAG

TTATACCTTTTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCATACATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4972 Paratanytarsus sp. water mite diet isolate 4972-BHL032417-GBD24324_19057-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGACGACCC

GGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATAGTTATA

CCTATTTTAATTGAAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACCCTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4973 Paratanytarsus sp. water mite diet isolate 4973-BHL032417-GBD25592_5542-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4975 Chironomidae sp.  water mite diet isolate 4975-BHL032417-GBD26011_14287-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTCTAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTTCCCCTGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTATCTTTACTTCTTTCTAGTTCAAATGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4976 Chironominae sp.  water mite diet isolate 4976-BHL032417-GBD3004_12380-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAATAATATTAATCCGAACGGAGTTAGGT

CATCCTGGAACATTTGTTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACGTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4977 Paratanytarsus sp. water mite diet isolate 4977-BHL032417-GBD6344_18043-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCGGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGTAACTTTTATTGGAGATGACCAAACTTATAATGTATTTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4978 Paratanytarsus sp.  water mite diet isolate 4978-BHL032417-GBD16809_12543-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACCTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAAGATTTGGGAACTGATTATTGCCTTTAATATTAGGTGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTACCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4979 Chironomus riparius water mite diet isolate 4979-BHL032417-GBD7289_13154-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGCAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAAAGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCCCTAATACTTGGAGCACCTGAGATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4980 Cricotopus sp. water mite diet isolate 4980-BHL032417-GBD16337_11106-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTCTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4981 Chironominae sp.  water mite diet isolate 4981-BHL032417-GBD12311_4918-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4982 Chironomus sp. water mite diet isolate 4982-BHL032417-GBD15897_13252-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACCTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTTGGAGCGCCAGATATGG

CCTTCCCTCGAATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAAC-

ATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL4984 Chironomidae sp.  water mite diet isolate 4984-BHL032417-GBD6412_9271-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGTCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4985 Chironomidae sp.  water mite diet isolate 4985-BHL032417-GBD24234_13265-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATCAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGATCCCTCTTATATTAGGTGCCCCAAACATAGCTTTCCCCCGTA

TAGATAATATAAGTTTTTGGCTTTTACCCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4986 Paratanytarsus sp. water mite diet isolate 4986-BHL032417-GBD24701_8905-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATATTATTTTTGGTGCTTGATCAGAAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAAATAGGACGTCC

TGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATA

CCTATTTTAATTGAAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4987 Phaenopsectra sp.  water mite diet isolate 4987-BHL032417-GBD3928_14158-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGGTTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTGCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4988 Chironomus riparius water mite diet isolate 4988-BHL032417-GBD6003_11248-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGTCTTGTCCCCCATAATACTTGGAGCACCTGACATAGCTTTTC

CTCGACTAAATAATATAAGTTTCCGACTTCTACCCCCCTCTCTTACCCTACTTCGTTCTAGTGCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4989 Chironominae sp. water mite diet isolate 4989-BHL032417-GBD21295_3835-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATCTTTTTTTTTTGGATCTTGATCAGGTATAGTAGGAACTTCTTTAATAATATTAACCCGAACGGAATTAGTTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGAAGGATTTGGAAATTGGCTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTGCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4991 Paratanytarsus sp.  water mite diet isolate 4991-BHL032417-GBD9990_17220-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTC

ATAGTTATACTTTTTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATACAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACATCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4992 Paratanytarsus sp. water mite diet isolate 4992-BHL032417-GBD25215_21217-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTACTTCGAACTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTCATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGATCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL4994 Chironomus sp. water mite diet isolate 4994-BHL032417-GBD19701_10651-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTCGGTGCTTGATCAGAAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTTATAGTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGC

TTTCCCCCGTATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL4996 Chironomidae sp. water mite diet isolate 4996-BHL032417-GBD19317_16032-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTACATTTTATTTTTGGAGCTTGATCTGGAAAAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTGGGAAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGTAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID KM990292, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4998 Cricotopus sp. water mite diet isolate 4998-BHL032417-GBD2637_17040-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATGCAGG

CTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGTAATACC

AATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATAAATA

ACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL4999 Chironomidae sp. water mite diet isolate 4999-BHL032417-GBD21896_8545-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTGTA

GTTATACCTATTTTAATTGGAGGATTGGGAAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGATATAGCATTCCCTCG

AATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL500 Chironomidae sp.  water mite diet isolate 500-BHL040517-GBD26508_23547-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTACTTGTTACTGCACATGCTTTCATTATAATTTTTTTTTTTATA

GTTATACCAATTTTAATTGGAAGATTTGGTAATTTACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAAATAATATAAGATTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5000 Paratanytarsus sp. water mite diet isolate 5000-BHL032417-GBD19592_6230-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATTACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAAATAACTTAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5001 Oligochaeta sp. water mite diet isolate 5001-BHL032417-GBD25732_17965-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAACCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTC

AACCAGGATCATTCCTAGGAGGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTCTGG

TTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATAATAGCTTTCCCACGA

CTTAACAATGTAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.4% 

identical to accession ID LN810268, identified in GenBank as 

Chaetogaster diaphanus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5002 Chironomidae sp. water mite diet isolate 5002-BHL032417-GBD11934_6519-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTCTCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5003 Paratanytarsus sp. water mite diet isolate 5003-BHL032417-GBD16748_4921-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTACCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACCTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAAATTGTTTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCC

TCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5004 Chironomus sp. water mite diet isolate 5004-BHL032417-GBD10037_13732-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAATTTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCGCCAGATATGGC

TTTCCCCCGTATAAATAATATAAGTTTTTGGCTTATACCCTCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>RL5005 Cricotopus sp. water mite diet isolate 5005-BHL032417-GBD4994_16105-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATTCTAATTGGATGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGACTTCTCCCCCCCATCTTTAACTCTTCTTCTT-

TCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5006 Cricotopus sp. water mite diet isolate 5006-BHL032417-GBD16138_20113-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCTTCATTATCTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5007 Lepidoptera sp. water mite diet isolate 5007-BHL032417-GBD17646_27370-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGAC

TATTAATTCGTATTGAGTTAACCCATCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATG

CATTTTTAATATTTTTTTTTTATAGTAATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAG

CCCCAGATATAGCATTCCCTCGAATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATC

TATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 82.6% 

identical to accession ID HQ184266, identified in GenBank 

as Spindasis takanonis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5009 Chironomidae sp.  water mite diet isolate 5009-BHL032417-GBD3732_11503-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTAAACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGTCCCAGACATAGCTTTCCCCACGT

ATAAATAATATAAGTTTTTGGCTATTACCCCCGTCATTAACTTTACTTCTTTCTAGTACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL501 Chironomidae sp.  water mite diet isolate 501-BHL040517-GBD4450_19868-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAACTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTAATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5010 Paratanytarsus sp.  water mite diet isolate 5010-BHL032417-GBD14583_17269-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCTGTGCCTGATCAGGAATAGTGGGAACTTCCCTAGGAATATTAATTCGAGCTGAATTAG

GACATCCCAGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCCA

TAGTTATACCTATTTTATTTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5012 Oligochaeta sp. water mite diet isolate 5012-BHL032417-GBD9022_13406-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCA

TCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTCCTAATAATTTTCTTTCTGG

TTATACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACCAGATATAGCTTTCCCACGAC

TTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID JQ519822, identified in GenBank as 

Nais communis/variabilis complex sp. For oligochaetes, the 

% identity was used to identify this accession's name 

according to the following: >=92.0%, species; 90.0-91.9%, 

only to genus; 80 - 89.9%, only as oligochaeta. Matches 

<80% not used.

>RL5013 Oligochaeta sp. water mite diet isolate 5013-BHL032417-GBD8292_5478-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAAATATCTCAACCAGGAACATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATATTTGGAGCACCA

GATATAGCTTTCCCACGACTTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTAGCATCGGCTGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5014 Orthocladius sp.  water mite diet isolate 5014-BHL032417-GBD24046_23282-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCCTTTGTTATAATTTTTTTTTATGGT

TATACCTATTTAAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

A

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5015 Chironomidae sp.  water mite diet isolate 5015-BHL032417-GBD17230_27445-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTGTATTTTATTTTTGGCGCCTGATCTGGGATAATCTGGACTTCTTTAATAATGCTTATTCGAGCAGAATTAGGACG

ACCCGGAATTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTAT

AAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5017 Diptera sp. water mite diet isolate 5017-BHL032417-GBD6804_15306-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGTGACGACCAAATTTATAACTTAATTGTTACAGCTCATG

CTTTTGTAATAATTTTTTTTTATAGTAATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGA

GCCCCAGATATAGCATTCCCTCGAATAAATAACATAAGATTTTGATTATTACCACCCTCTTTAACATTATTATTATCAAAA

ACTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID KM455055, identified in GenBank 

as Philophylla caesio. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5018 Cricotopus sp. water mite diet isolate 5018-BHL032417-GBD12384_6420-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAAATTCGAGCAGAATTAGGTC

ATGCGGGTTCTTTAATTGGATATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTT-

TCTAGTTCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5019 Chironomus sp. water mite diet isolate 5019-BHL032417-GBD18784_10066-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTACATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAA

AATGGAGCTGGAACGGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL502 Psectrocladius sp.  water mite diet isolate 502-BHL040517-GBD21769_17306-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTTGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCTCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5021 Culex pipiens water mite diet isolate 5021-BHL032417-GBD24572_13541-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTGTTTATTGGAAATGATCAAAATTTATAATGTTATTGTAACTGCTCA

TGCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5022 Chironomidae sp. water mite diet isolate 5022-BHL032417-GBD4567_18890-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTCTATTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5023 Chironomidae sp. water mite diet isolate 5023-BHL032417-GBD11587_28437-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTATATTTTATTTTTGACGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGTGACGACCAAATTTATGACGTCATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTATTG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5027 Chironomidae sp. water mite diet isolate 5027-BHL032417-GBD2936_10605-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATAGGGACTTCTCTAAGAATGCTTATTCGAGTAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGCCCCTCTTATATTAGGAGCCTCAGACATAGCTTTCCCCCCG

TATAAATAATATAAGTTTTTGGCCTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5028 Paratanytarsus sp. water mite diet isolate 5028-BHL032417-GBD26304_19561-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGCGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTAAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGAAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTTCC

TCGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCATTAACACTTTTACTATCAAGTAGAATAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5029 Paratanytarsus sp.  water mite diet isolate 5029-BHL032417-GBD13243_24886-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCCGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGCACTA

GGACATCCCTGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGATCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGAATGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAAAAATATAAGATTTTGACTTCTTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL503 Paratanytarsus sp. water mite diet isolate 503-BHL040517-GBD7676_6950-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTAGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAACAGAATTAGGCCA

CCCTGGAACATTTATTGGAGATGACCAAATCTATAATGAAATTGTTACAGCTCATTCCTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGTGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTATA

AATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCGTCTTCTATCAAAAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5030 Amphichaeta sp. water mite diet isolate 5030-BHL032417-GBD16526_15202-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTAACCCATCATGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAGTTGAATTCTACCTTTAGTACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5032 Paratanytarsus sp. water mite diet isolate 5032-BHL032417-GBD21223_5375-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAACTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCTGAACTAGGACATCCT

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR759769, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5033 Lebertia sp. water mite diet isolate 5033-BHL032417-GBD14231_22634-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAATCCTAATTCGACTTAAATTAGGAC

AACCAGCCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAAATGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAAAAATATAAGATTTTGACTTCTTCCTCCATCCTTAACCCTACTTCTAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5034 Hydrachnidiae sp. water mite diet isolate 5034-BHL032417-GBD19349_18060-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAGCTGCTCATGCTTTCGTTATAATTTTTTTTTATA

GTAATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCG

AATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5035 Cricotopus sp. water mite diet isolate 5035-BHL032417-GBD22133_20260-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTGGAATTTTAATTCGAGCAGAATTAGGTCAT

GCGAGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAA

TACCAATTCTAATTGGAGGATTTGGAAATTGAATAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCCACGATT

AAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTTCATCGGCTGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5036 Cricotopus sp. water mite diet isolate 5036-BHL032417-GBD14740_29114-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTAGGAC

GTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTGTAATAATTTTTTTTTATA

GTAATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGTATTCCCTCG

AATAAATAACATAAGATTTTGATTATTACCATCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5038 Cryptochironomus sp.  water mite diet isolate 5038-BHL032417-GBD7544_13698-Ldc34 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCTCATGCTGTTATTATAATTTTTTTCATGG

TTATACCATTTTTTAATTGGAGGATTTGGAAATTGATTAGAACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5039 Paratanytarsus sp. water mite diet isolate 5039-BHL032417-GBD6298_11040-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCTGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATATGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL504 Chironomidae sp.  water mite diet isolate 504-BHL040517-GBD12386_18630-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTTCTTCCTTATGAATATTAATTCGAGCTGAATTAGG

ACATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTAT

AGTTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGCGCCCCAGATATAGCCTTTCCTCG

AATAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTGCAAAAAGTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR283178, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5041 Paratanytarsus sp. water mite diet isolate 5041-BHL032417-GBD27072_10427-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAAATCGAGCATAATTAGGACGTCCT

GGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTCAATATTAGGAGTCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5042 Oligochaeta sp. water mite diet isolate 5042-BHL032417-GBD22092_26112-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAAATTTCTTTCTTAGTAACACCATTTTTTATTGGAGGATGTGGAAATTGAATTCTACCTTTAATACTTGGGGCAC

CTGATATAGCATTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTG

CAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5043 Chironomus sp. water mite diet isolate 5043-BHL032417-GBD20574_23451-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATCTTAATTCGCGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATATT

TTTCTTTATAGTTATACCAATTTAAATTGGAGGTTTCGAAAAATGATTTTTCCCTTTAATATTAGGAGCTCCAGATATGAC

CTTCCCTCGAATAAAAAATATAAGGTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCGGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL5044 Chironominae sp.  water mite diet isolate 5044-BHL032417-GBD24881_21878-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCT

GGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATGGTTATG

CCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAAT

AATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID MG449442, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5046 Paratanytarsus sp.  water mite diet isolate 5046-BHL032417-GBD29558_14474-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATATTATTTTTGGTGCTTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCC

CGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAGTTAT

ACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTCTAATATTAGGAGCCCCAGATATAGCTTTTCCTTGAATAAA

TAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279360, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5047 Paratanytarsus sp. water mite diet isolate 5047-BHL032417-GBD6574_9116-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTAAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTAACTATTACCCCCATCACTAATTCTATTAGTTGCA--

TCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5048 Paratanytarsus sp. water mite diet isolate 5048-BHL032417-GBD15459_23646-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCA

TAGTCATACCTATTTTAATTGGAGGATTTGGAGACTGATTATTGCCTTTAATATTAGGAGCCCCAGATACAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTATTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL505 Cricotopus sp.  water mite diet isolate 505-BHL040517-GBD28560_14228-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTGCCTTAGAATCTTAATTCGAGCTGA

ATTAGGACATGCCGGATCGTTAATTGGAGATGATCAAGTTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTT

TCCATCGAATAAATAATATAAGTTTTTGATTATTACCACCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR960636, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5051 Chironomidae sp. water mite diet isolate 5051-BHL032417-GBD19275_15494-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAATCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTCATAGTA

ATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KP039729, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5055 Chironomus crassicaudatus water mite diet isolate 5055-BHL032417-GBD15603_2107-Ldc34 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCACGCATTTATTCTAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGCTTTGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATGTAAGTTTTTGACTTCTCCCCCCCATCTTTAACTCTACTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.8% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>RL5056 Chironominae sp. water mite diet isolate 5056-BHL032417-GBD15875_13546-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGAACAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCACCTTCATTAACCCTTCTACTTTCTAGTGCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5058 Chironomidae sp. water mite diet isolate 5058-BHL032417-GBD24269_14743-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCATGCGGG

TTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGTAATATC

AATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATTACTTTCCCACGAATAAATAA

TATAAGTTTTTGATTGTGGCCCCCATCATTAACTTTATAGTTATCTAGATCAATTGTGGAAAATGGGGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL506 Chironomidae sp.  water mite diet isolate 506-BHL040517-GBD4317_11080-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTATCAGGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5060 Lebertia sp. water mite diet isolate 5060-BHL032417-GBD18176_8369-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACACCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAAAAATAATTGGAGGTTTTGGAAACAGATTAGTTCCACTAATAATCAGATCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTACCCCAACCTTAACCCTACTTCTAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5062 Chironomidae sp. water mite diet isolate 5062-BHL032417-GBD15128_23165-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAGTCGGTACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGTC

GACCCGGATCTTTCATTGGTGACGAACAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTAATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTATCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5064 Chironomidae sp.  water mite diet isolate 5064-BHL032417-GBD16080_5286-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCGGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCCGAACTTTCATTGGTTACGACCAAATTTATAACGCAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGCTTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTAT

AAATAATATAAGTTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5065 Lebertia sp. water mite diet isolate 5065-BHL032417-GBD26735_10091-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAATCCTAATTCGACTTGAATTAGGAC

GACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGGGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAAAAATATAAGATTTTGACTTCTTCCTCCATCCTTAACCCTACCTCTATCAAGGTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5067 Lebertia sp. water mite diet isolate 5067-BHL032417-GBD28893_13198-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTTGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATAGAGCCTTTCCACGA

AAAAAAAATATAAGATTTTGACTTCTTCCCCCATCCTTAACGCTACTTCTAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5069 Chironomidae sp.  water mite diet isolate 5069-BHL032417-GBD21250_20873-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACAAAATTTATTTCGTAACTGTTACAGCCCATGCTTTTATTATAAATTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGT

ATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCAGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL507 Chironominae sp. water mite diet isolate 507-BHL040517-GBD13679_15359-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGG

CACCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTCATTATAATTTTTTTTTTAT

AGTTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR285570, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5072 Oligochaeta sp. water mite diet isolate 5072-BHL032417-GBD26150_22184-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTTATCTTAGGAGTTTGAGCTGGAATAATTGGAACACTAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

ACTAATAATTTTCTTTCTGATTATACCAGTATTTATTGGTGGATTTGGAAAATGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACGTAACAAGTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCGGAGGC

CGTAGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5077 Chironomidae sp. water mite diet isolate 5077-BHL032417-GBD2555_10956-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTCCTCCCATCTTTAACTCTTCTTCTGTCTAGTTCATTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5079 Lebertia sp. water mite diet isolate 5079-BHL032417-GBD29674_16075-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTACTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGTACAAATTTACAATACAATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAAAATAAGATTTTGAATTATTCCTCCATCCTTAAATCTACTTCTAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL508 Chironominae sp. water mite diet isolate 508-BHL040517-GBD9281_24258-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTAAATTAGGACAT

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCTCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5080 Paratanytarsus sp.  water mite diet isolate 5080-BHL032417-GBD9730_23797-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTTATTTTTGGTGCTTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTACCCCCCTCTCTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5081 Chironomidae sp.  water mite diet isolate 5081-BHL032417-GBD17260_25462-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATCTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACTGACCATGCCTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCCATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5088 Psectrocladius sp.  water mite diet isolate 5088-BHL032417-GBD11316_27049-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL509 Chironomidae sp. water mite diet isolate 509-BHL040517-GBD9664_23104-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTGAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTTTATA

GTTATCCCAATTTTAATTGGAGGATCTGGTAATTGACTTTTGCCTTTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGGTTTTGATTATTACCCCCATCTCTAACATTACTACTGTCAAAAAGTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5090 Chironomidae sp. water mite diet isolate 5090-BHL032417-GBD8761_6982-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATT

CTAATTCGAGCAGAATTAGGACATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGC

TTTTATTATAATTTTTTTTTATAGTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGC

CCCAGACATAGCTTTCCCCCGTATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCA

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID GU565715, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5093 Chironomidae sp. water mite diet isolate 5093-BHL032417-GBD14805_3190-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAAGTAGGAC

GACCCGGAACTTTCATTGGGGACGACCTAATTTATAACGTAATTGTTACAGGCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTGGGAAATTGATCGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCG

TATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5094 Chironomidae sp.  water mite diet isolate 5094-BHL032417-GBD27325_15111-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGACAATCGGGACTTCTCTAAGAATGCTTATTTGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTATTACAGCCCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTCTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTATAAAATGGCGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5095 Lebertia sp. water mite diet isolate 5095-BHL032417-GBD28449_20511-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTGCTTTTGGAGCATGATCCGGTATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCCCATGCTTTCGTTATAAATTTTTTCATAGT

AATACCAATAATAATTGGAAGGTTTGGAAACTGATTAGTTCCACTAACAATCAGAGCCCCAGATATAGCTTTTCCACGAA

AAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGGTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5099 Cricotopus sp. water mite diet isolate 5099-BHL032417-GBD24905_22363-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATTTTAATTCGAGCAGAATTAGGTCATGCG

GGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAATAC

CAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCTAATAAAT

AACATAAGATTTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL510 Cricotopus sp.  water mite diet isolate 510-BHL040517-GBD23551_20448-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTCGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGA

ATTAGGTCATGCCGGGTCATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGTTCCTGTTATAGCTTT

TCCCTCGAATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTTACCTTATTACTTTCAAGTTCAATTGTTGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5106 Chironomidae sp. water mite diet isolate 5106-BHL032417-GBD7794_23265-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGAAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGAAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGTCCCAGACATAGCCTTCCCCCGT

ATAAATAATATAAGTTTTTGGTTTTTACCCCCGTCATTAACTTTACTTCTATCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL511 Drosophila sp. water mite diet isolate 511-BHL040517-GBD5130_20340-Ldc62 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATT

TTAATTCGAGCAAAACTCGGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGC

TTTTGTAATAATTTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGC

TCCCGATATAGCTTTTCCCCGTATAAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGA

TTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID KJ841763, identified in GenBank as 

Scaptodrosophila sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5112 Lebertia sp. water mite diet isolate 5112-BHL032417-GBD7792_20339-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGTTATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5116 Chironomidae sp. water mite diet isolate 5116-BHL032417-GBD17385_27499-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATGCTTATTCGAGCAGAATTAGGACTACCC

GGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTTTTCCAGCCCATGCTTTTATTATAATTTTTTTTTATAGTTATA

CCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTATAAAT

AATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5118 Chironomidae sp. water mite diet isolate 5118-BHL032417-GBD16996_20466-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTTGAGCAGAGTTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATGGCTTTCCCCCGT

ATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTACTTTCCAGTGCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5119 Paratanytarsus sp.  water mite diet isolate 5119-BHL032417-GBD16854_24083-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATCTTTTTTTTTC

ATAGTTATACCTATTTTATTTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCCTTTACTATCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5126 Paratanytarsus sp. water mite diet isolate 5126-BHL032417-GBD24933_21777-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCCT

GGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTAAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGGCTTTTACCCCCGTCATTATCTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KR759769, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5128 Lebertia sp. water mite diet isolate 5128-BHL032417-GBD29248_13762-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTTGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAATGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGGTTTGGAAACTGATTATTTCCACTAATAATCAGAGCCCCAGATATAGACTTTCCACGA

AAAAATAAAATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGGTCCTTTACAAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL513 Paratanytarsus sp. water mite diet isolate 513-BHL040517-GBD2508_17067-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGGGGATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTTCCCCGT

ATAAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR672858, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5132 Lebertia sp. water mite diet isolate 5132-BHL032417-GBD4103_7866-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTTAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTCCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGTTTTTGGCTTATACCCTCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGAA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5137 Paratanytarsus sp.  water mite diet isolate 5137-BHL032417-GBD18188_4553-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCTGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTAATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTTCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAACTGGAGCT

GGCACCGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5138 Paratanytarsus sp.  water mite diet isolate 5138-BHL032417-GBD24550_17200-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAACTCATGTATTTATTCTAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTATGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAAGATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACCTTCAAGTAGAATAGTGGAAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL514 Paratanytarsus sp. water mite diet isolate 514-BHL040517-GBD1814_13737-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCATG

CTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTTAT

ACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCCTTTCCCCCGTATAA

ATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KR753366, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5141 Lebertia sp.  water mite diet isolate 5141-BHL032417-GBD9994_25189-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTGCTTTTGGAGCATGCTCCGGAATAATTTGAGCTAGATTAATAACCCTAATTCGACTTGAATTAGGACAA

CCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGTA

ATACCAATAAAAATTGGAGGTTTTGGAAACTGATTAGTACCACTAATAATCAGAGCCCCAGATATAGCATTTCCACGAAT

AAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCGTTACAGGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5147 Cricotopus sp. water mite diet isolate 5147-BHL032417-GBD14854_8513-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGACGCCCC

GGATCTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATATAGTAAT

ACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCATCGAATAA

ATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAGAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL515 Chironomidae sp.  water mite diet isolate 515-BHL040517-GBD28169_11297-Ldc62 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTGGGAACTTTCTTAAGAATATTAATTCGAGCTGAATTAGGA

CATCCTGGTACTTTTATTGGAGATGATCAAATTTATAACGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTTTAT

AGTTATACCAATTTTAATTGGAGGATTTGGTAATTGACTATTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGTTTTTGACTATTACCCCCGTCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5154 Cricotopus sp.  water mite diet isolate 5154-BHL032417-GBD5953_12598-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCAAATTAGGAC

ATGCCGGATCATTAATTGGTGACAATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL516 Diptera sp. water mite diet isolate 516-BHL040517-GBD3710_19453-Ldc62 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATA

CTAATTCGAGCAGAATTAGGGCACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGC

TTTTATTATAATTTTTTTTATAGTGATACCTATTTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGC

CCCTGATATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCT

CTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID JX913759, identified in GenBank as 

Hemipyrellia ligurriens. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5161 Paratanytarsus sp. water mite diet isolate 5161-BHL032417-GBD26524_8982-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCCGATCAGGAATAGTGGGAACTTCCCTACGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCACTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGAAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCCCCTGTAACGCCTTTACTTTCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5162 Lebertia sp. water mite diet isolate 5162-BHL032417-GBD6690_4672-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCCTTTGGAGCATGATCCGGAATAATTGGAGTTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCACAATCCTAGGAAGTGACCAAATTTACAAAACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGATCCATTAATAATCAGATCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTTTTCCTCCATCCTTAACGCTACTTCTATCAAGTTCCTTTTCAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5163 Chironomidae sp.  water mite diet isolate 5163-BHL032417-GBD14764_25662-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATCTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAGGAC

GTGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGATTGTTGCCTCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5166 Paratanytarsus sp. water mite diet isolate 5166-BHL032417-GBD13974_19607-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGTATTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGAA

TAAATAATATAAGTTTTTGAATTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5169 Lebertia sp. water mite diet isolate 5169-BHL032417-GBD28093_17444-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTTAGAACTCTAATTCGACTTTAATTAGGTCA

ACCAAGCTCACTCCTAGGAAGTGACCAAATTTACAAATACATTTGCAACTGCTCATGCTTCCGTTATAATTTTTTTCATAG

CAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAACTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL517 Paratanytarsus sp.  water mite diet isolate 517-BHL040517-GBD23404_13329-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTTGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAATAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5171 Chironomidae sp. water mite diet isolate 5171-BHL032417-GBD27450_18741-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTTGGCGCCTGATCTGGTATAATCGGTACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGACC

ACCCGGAACTTTAATTGGTAACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGAAT

AAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5173 Chironomidae sp. water mite diet isolate 5173-BHL032417-GBD23217_25933-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTTGGCGCATGATCTGGGATACTCGGGACTTCTCTAAGATTGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGATGACGACCAAATTTATAACGTAATTATTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTAT

AAATAATATAATTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5179 Chironomidae sp. water mite diet isolate 5179-BHL032417-GBD26574_19148-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTTAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCTGACATAGCCTTCCCCCGTA

AAAAAAATAAAAGGATTTGGCTTTTACCCCCAGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5180 Chironomidae sp. water mite diet isolate 5180-BHL032417-GBD11708_28156-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTCTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCCCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTATTTGGCTTTTACCCCCGTCATTAACCTTACTTCTTTCTAAGTCAATTGGAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5183 Chironomidae sp. water mite diet isolate 5183-BHL032417-GBD20469_26651-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGAACTTCTTTAATAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGCA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGTAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5184 Oligochaeta sp. water mite diet isolate 5184-BHL032417-GBD21819_26520-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATTATCTC

AACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTCTGG

TTATACCAGTATTTATTGATGGATTTGGAAACTGACTTCTACCTCTAATACTTGGAGCGCCAGGTATGGCCTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTATAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 83.8% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5188 Chironominae sp.  water mite diet isolate 5188-BHL032417-GBD9153_14396-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGATATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACAA

CCCGGTACTTTTATTGGAGATGTCCAAATTTACAATGTAGTTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCACCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL519 Chironomus riparius water mite diet isolate 519-BHL040517-GBD5684_16352-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATACTTATAACAATTTTAATTGGAGGATTCGCAAACTGACTTGTCCCCCTAATATTTGGAGCACCTGACATAGCTTTTC

CTCTAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5191 Amphichaeta sp. water mite diet isolate 5191-BHL032417-GBD25482_24144-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGACCAAGACTATTAATTCGTATTGAATTAACCCATCATGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAGTTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATAAAATAATATAAGGTT

TTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5192 Chironomidae sp.  water mite diet isolate 5192-BHL032417-GBD9183_21947-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCTGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGACATTAACTTAACTTCAATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5195 Amphichaeta sp. water mite diet isolate 5195-BHL032417-GBD8549_17250-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAAGACATCCTGGAGCCTTTTT

AGGAATAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTATAATAATTTTTTTCTTAGTAAAACCAGTTTTTATT

GGAGGATTTGGGAATTGAATTCTACCTTTAATACTGGGGACACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGAATATTACCCCCATCACTAATTCTATTAGTTGCATCCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5199 Oligochaeta sp. water mite diet isolate 5199-BHL032417-GBD2338_16260-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTGCCCACGACTGAACAAATAAAGATACTGACTACTACCGCCTGCACTAAACCTATAAGTGTCTTCTGCTG

CCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL520 Chironomus riparius water mite diet isolate 520-BHL040517-GBD3480_11706-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTCTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCTCCCTCTCTTACTCTTCTTCTTTCTAGATCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5203 Oligochaeta sp. water mite diet isolate 5203-BHL032417-GBD17801_17643-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAACTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAACACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCA--AGTTCCTTTACAGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5207 Chironomidae sp. water mite diet isolate 5207-BHL032417-GBD9573_27591-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAATTTTCATTGGTGACGAACAAATTTATAACGTAATTGTTACAGCCCATACTTTTATTATAATTGTTTTTTATA

GTTATATCTATTTTAATTGGAGGATTTGGGAATTGATTGGTACCTCTAATATTAGGAGCCCCTGACATAGCTTTCCCCCGT

ATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5208 Lebertia sp. water mite diet isolate 5208-BHL032417-GBD3670_14742-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTCTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAATGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTCATTG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

AAAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACCCTACTTCTAACAAGGTACTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL521 Cricotopus sp.  water mite diet isolate 521-BHL040517-GBD11965_4828-Ldc63 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GATATTGGAACATTATATTTTATTTTCGGGGCTTGATCAGGGATAGTAGGTACTTCCCTAAGAATCTTAATTCGAGCTGA

ATTAGGTCATGCCGGGTCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTT

TTTTCATAGTTATACCTATTTTAATTGGGGGGTTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTT

TCCCTCGAATAAATAATATAAGTTTTTGATTGTTACCCCCTTCTCTTACCTTATTACCTTCAAGTTCAATTGTTGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR961360, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5210 Psectrocladius sp. water mite diet isolate 5210-BHL032417-GBD26536_14738-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTGAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGTTTTGGAATTTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCGTCATTAACCTTACTATTATCAAGCTCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5211 Lebertia sp. water mite diet isolate 5211-BHL032417-GBD29066_13420-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATACGGAATAATTGGAGCTTGATTAAGAACCCTTATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGGTTTGGAAACTAATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ACAAATAAAATAAGATTTTGACTTCTTCCCCCACCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5212 Chironomidae sp. water mite diet isolate 5212-BHL032417-GBD21783_5668-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CCCTATATTTTATTTTTGGAGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGACGA

CCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTCTAATTTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTAATATTAGGAGCCCCAGACACAGCTTTCCCCCGAAT

AAATAATATAAGTTTTTGGCTATTACCCCCGTCATTAACTTTACTTCTTTCTAATTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5213 Lebertia sp. water mite diet isolate 5213-BHL032417-GBD29405_16593-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTCGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAGTAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAAATATAGCTTTTCCACGA

ATAAATAAGATAAGAGTTTGACTTCTTCCTCCATCCTTAACGCTACTTCTAAAAAGGTCCTTTACAGGAAAATAGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5216 Lebertia sp. water mite diet isolate 5216-BHL032417-GBD7364_11930-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

ACCCAGGCTCACTCCTAGGAAGTGACCAAATTTATAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCCTTTCCCCCA

AAAAATAATATAAGAATTTGACTTCTTCCCCCATCCTTAACTCTACTTCTAACAAGTACCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5219 Amphichaeta sp. water mite diet isolate 5219-BHL032417-GBD3975_10668-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGATCAAGACTATTAATTCGTATTTAATTAACCCATCATGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTTGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAGTTGACTTCTACCTTTAATACTTGGAGCACCTGATATAGCATTCCCACGAATAAATAATATAAGATT

TTGACTATTACCCCCATCACTAACTCTATTAGTAGCAACGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5220 Chironomidae sp. water mite diet isolate 5220-BHL032417-GBD27837_21566-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGTAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAAGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCCTGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATAGCATTCCCACGATT

AAATAATATAAGATTTTGACTATTGCCCCCATCACTAATTCTATT

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5221 Chironomus sp. water mite diet isolate 5221-BHL032417-GBD21126_4268-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACCTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCTTTTATTATAATT

TTCTTTATAGTTGTACCCTTTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGAATTCCCCCCCCCCATCTTTAACTCTTCTTCTTTCTAATTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL523 Paratanytarsus sp. water mite diet isolate 523-BHL040517-GBD13797_4955-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGTAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATATTTTTTTTTCATAGT

TAAACCTATTTTAATTGGAGGGTTTGGGAACTGATTATTGCCTTTAATATTTGGAGCCCCCGATATAGCTTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTGCCCCCTCTTTAACTCTTTTTCTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAC

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5233 Chironominae sp.  water mite diet isolate 5233-BHL032417-GBD22129_9956-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGAAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATAATAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTAATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL524 Psectrocladius sp.  water mite diet isolate 524-BHL040517-GBD19326_7125-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTGTATTTTATTTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTC

ACGCTGGTTCCTTAATTGGAGATGATCTAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCACCCGACATAGCATTCCCTCG

AATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5242 Paratanytarsus sp. water mite diet isolate 5242-BHL032417-GBD5498_20874-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTATTACAGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCCCGAAT

AAATAATATAAGAATTTGACTTCTTCCCCCCTCTTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5245 Lebertia sp. water mite diet isolate 5245-BHL032417-GBD28102_11982-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTTGATTAAGAACCCTAATTCGACTTGACTTAGGAC

AACCAGGCTCACTACTAGGAAGTGTCCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAAATTTTTTCATAG

TATTACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAAAAATATAAGATTTTGACTTCTTCCCCCATCCTTAACTCTACTTCTATCAAGGTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5247 Paratanytarsus sp. water mite diet isolate 5247-BHL032417-GBD22579_8989-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCGTGCG

GGTTCTTTAATTGGAGATGATTAAATTCATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATAC

CTATTTTAATTGAAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATA

ATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR279360, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5249 Chironomidae sp. water mite diet isolate 5249-BHL032417-GBD22405_12750-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTTAGAATACTAATTCGAGTTGAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGAGCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL525 Paratanytarsus sp.  water mite diet isolate 525-BHL040517-GBD14404_25629-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTAATGCTTTTATTATAA-

TTTTTTCATAGTTATACTTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGCTATAGC

TTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCCCTCTTTAACTCTTTTACTTCCAAGTAGAATAGTGGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL526 Chironomus riparius water mite diet isolate 526-BHL040517-GBD26742_8633-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTACTTTTGGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACTCGAGCAGAAT

TAGGACAGACCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCGTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5262 Cricotopus sp. water mite diet isolate 5262-BHL032417-GBD19686_3818-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTAATCTTAGGAGTATGAGCAGGGATAGTTGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCATGCG

GGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTAATAC

CAATTCTAATTGGAGGATTTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAATAAG

TAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5265 Chironomidae sp. water mite diet isolate 5265-BHL032417-GBD16599_23795-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGTTAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAACTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATAT

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGTTCCCTCTTATATTAGAAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCCGTCATTATCTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL527 Chironomus riparius water mite diet isolate 527-BHL040517-GBD11415_16645-Ldc63 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTCATCCGGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGAGGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTCTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACCTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTATCTTACTCTTCTTCTATCTAATTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5284 Oligochaeta sp. water mite diet isolate 5284-BHL032417-GBD6992_21407-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCATGGAGCCTTTTT

AGGAAGGGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAGTTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCATGATTAAATAATATAAGATT

TTGACTATTACCCCCATCATTAACTCTACTTCTATCA--AGTTCCTTTACAGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.2% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5285 Lepidoptera sp. water mite diet isolate 5285-BHL032417-GBD20549_25513-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAAT

ATTAATTCGGATTGAATTATCTCAACCATGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGC

ATTCCTAATAATTTTCTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGC

CCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTC-

TTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.5% 

identical to accession ID KM576860, identified in GenBank 

as Glyphodes pyloalis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5289 Chironomidae sp.  water mite diet isolate 5289-BHL032417-GBD13846_21828-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAGTTTATAACATAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCACTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGT

ATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATGAACTTTACTTCTTTCTAGTTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL529 Chironomus riparius water mite diet isolate 529-BHL040517-GBD8370_16831-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAGTTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGATCACCTGACATAGCTTTTCC

TCGAATAAATATTATAAGTTTCTGACTTTTACCCCCCCCTCTCTTACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5292 Oligochaeta sp. water mite diet isolate 5292-BHL032417-GBD15641_7914-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTACCTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCCCCA

AATAAAGCTTTTCCACGAATAAATAATATAAGATTTTGACTTCTTCCCCCAGCCTTAACTCTTCTTCTAACAAGGTCCTTTA

CAG-----GAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 81.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL5294 Paratanytarsus sp. water mite diet isolate 5294-BHL032417-GBD27376_17700-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATTTTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGAAGAACAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCTCGAAC

AAATAAAATAAGATTTTTACTTCTTCCCCCCCTCATTAACTCTTTTACTTTCAAGTACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL530 Cryptochironomus sp.  water mite diet isolate 530-BHL040517-GBD28851_17243-Ldc64 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACAACCAAATTTATAATGTAATTATAACAGCTCATGCTTTTATTATAATTTTTTTTTCATG

GTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCG

AATAAATAATATAAGAGTTTGACTTCTACCCCCATCCTTGACTCTTCATCTTTCAAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5304 Chironomus sp. water mite diet isolate 5304-BHL032417-GBD19434_13371-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAATTTTTTAATGTAGTAGTTACAGCTCACGCATTTATTATAAT

TTTTTTTATAGTTATACCAATTTTAATTGGAGGCTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTATTGAATTCTCCCCCCATCTTTAACTCTACTTCTTTCTAGTACATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL5305 Chironomidae sp.  water mite diet isolate 5305-BHL032417-GBD15325_4504-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATAGGTGACGACCATATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATAACTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGT

ATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCACTTGTAGAAAATGGCGCTGGA

CCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL531 Chironomus riparius water mite diet isolate 531-BHL040517-GBD5405_10411-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTATAATTGGAGGATTCGGAAATTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAGCAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL532 Chironomus riparius water mite diet isolate 532-BHL040517-GBD18495_13015-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTT

CCTCGAATAATTAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5320 Cricotopus sp. water mite diet isolate 5320-BHL032417-GBD13162_22597-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATAGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5329 Chironomus sp. water mite diet isolate 5329-BHL032417-GBD8256_19267-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGTACTTTTATCGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCGCCAGATATGGCC

TTCCCCCGAATAAATAATATAAGTTTTTTGACTTCTCCCCCCATCTTTAACTCTACTTCTATCTAGTCCATTAGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL5330 Chironomidae sp. water mite diet isolate 5330-BHL032417-GBD8151_10287-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATT

TTAATTCGAGCAGAATTAGGTCATGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGC

ATTTATTATAATTTTTTTCATAGTTACACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCC

CCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCAT

TTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID GU565708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL534 Chironomidae sp. water mite diet isolate 534-BHL040517-GBD23796_24167-Ldc64 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGCTCGGGATTAGTAGGCGCTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAT

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAATG

ATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTATGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAAAAATATAAGAATTTGATTATTACCCCCTACATTAACCGTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5343 Cricotopus sp. water mite diet isolate 5343-BHL032417-GBD26356_9153-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTTGGAACCTCTCTTAGACTTTTAATTCGAGTTGAATTAGGTCAT

GCGGGTTCTTTATTTGGAGAAGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTATATAGTA

ATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATAATTATTATCAAGAACGATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5346 Chironomidae sp. water mite diet isolate 5346-BHL032417-GBD17149_2136-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAAAATTAGGAC

GACCCGGAATTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTCTTATATTAGGAGCCCCAGACATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KM992253, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5350 Chironomidae sp. water mite diet isolate 5350-BHL032417-GBD22486_24773-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGTTGAACTAGGACATCCT

GGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATAGTTATA

CCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTATAAAT

AATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTATCTAGTTCAATTCTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KM990292, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5351 Lebertia sp. water mite diet isolate 5351-BHL032417-GBD17705_12835-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGTTTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAAGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAAATATAGCTTTTCCCCCAA

TAAATAATAAAAGATTTTGACTTCTTCCCCCATCCTTAACTCTACTGCTATCAAGGTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5361 Chironomidae sp.  water mite diet isolate 5361-BHL032417-GBD13360_21956-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTAGTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTGTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGCTACAGCTCATGCTTTTGTAATAATTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTAATTAGTTCCTTTAATATTAGGAGCACCTGGTATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGAGTGTTGCCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5364 Paratanytarsus sp. water mite diet isolate 5364-BHL032417-GBD2734_19931-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGAACAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGTTTTGGGAACTGATTAGTGCCTTTAATATAAGGAGCCCCTAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTCTACTATCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5370 Chironomidae sp. water mite diet isolate 5370-BHL032417-GBD4928_20857-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGATCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTATAATTTTTTTTTATAGTA

ATACCAATTCTAATTGGAGGGTTTTGAAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTCCCCCCGTATA

AATAATATAAGTTTTTGGCTTATACCCTCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5373 Paratanytarsus sp. water mite diet isolate 5373-BHL032417-GBD20462_5598-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTACATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATACCTTTCCCC

CGAAAAAAAAAAATAAGA-

TTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL538 Paratanytarsus sp.  water mite diet isolate 538-BHL040517-GBD24621_23344-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCTTTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGG

TCATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATCGTTACAGCTCATGCATTTATTATAATTTTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTTCCCCCTTCTTTAACTCTTTTACTCTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR292109, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5381 Paratanytarsus sp. water mite diet isolate 5381-BHL032417-GBD6256_23994-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAACATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATTTCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5388 Chironomidae sp. water mite diet isolate 5388-BHL032417-GBD7686_11204-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTAGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGTTCATGCTTTTGTAATAAATTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL539 Paratanytarsus sp.  water mite diet isolate 539-BHL040517-GBD3383_20930-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATGTGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGTAGATGATTAAATCTATAATGTTATTGTTATAGCTAATGCTTTTATTATATTTTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5392 Lebertia sp. water mite diet isolate 5392-BHL032417-GBD21278_15410-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTTGATTAAGAACCTTAATTCGACTTGAATTAGGAC

AACAAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTTACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATTTTAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAAAAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAAATTTTGACTTCTTCCTCCATCCTTAACCCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5395 Chironomus sp. water mite diet isolate 5395-BHL032417-GBD27251_19535-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGTTTATTCGAGC

AGAGTTAGGACGACCCGGAACTTTTATTGGTTATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTGTTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTTCCTTTAATATTAGGAGCTCCAGATATGAC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTATAAAATG

GAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL540 Chironomus sp. water mite diet isolate 540-BHL040517-GBD9596_12919-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTACTTTAAGTAT

GCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTTGTTGGCGACGACCAGATTTATAATGTAATAGTTACAGCTCAC

GCATTTATTATAATTTTTTTTTCATAGTTATGCCAATTTTAATTGGTGGTTTTGGAAATTGACTTGTACCTTTAATACTAGG

GGCCCCTGACATAGCTTTCCCCCGAATAAATAATATAAGTTTCTGATTACCTCCCCCATCACTTACATTACTCCTTTCAAAT

TCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID GU013581, identified in GenBank 

as Chironomus entis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5401 Nais sp. water mite diet isolate 5401-BHL032417-GBD24814_12820-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATCTAATTTTAGGAGTATGATCAGGAATAGTAGGAACTGGAACAAGATTACTAATTCGAATTGAACTCTCATA

ACCAGGATCATTCCTTGGAAGAGATCAATTATATAATACTCTTGTTACAGCACATGCACTTTTAATAATTTTTTTCATAGT

AATACCTATATTAATTGGAGGATTCGGAAACTGATTACTTCCACTAATACTAGGTGCTGCTGATATAGCATTCCCACGAA

TAAATAATCTAAGATTTTGATTACTTCCACCATCATTAATTCTACTAATATCTTCTGCAGCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID JQ519861, identified in GenBank as 

Nais barbata. For oligochaetes, the % identity was used to 

identify this accession's name according to the following: 

>=92.0%, species; 90.0-91.9%, only to genus; 80 - 89.9%, 

only as oligochaeta. Matches <80% not used.

>RL5404 Paratanytarsus sp. water mite diet isolate 5404-BHL032417-GBD11436_17060-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCCGATCAGGAATAGTGGGAACTTCCCTAAGAATATTTATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTC

TTAGTTATACCTTTTTTAATTGAAGGATTTGGGAAATGATTATTGCCTTTAATATTAGGAGCCCCAGATCTAGCTTTTCCT

CGAATAAAAAAAATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5405 Chironomus sp. water mite diet isolate 5405-BHL032417-GBD14166_16995-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTTTATATTTTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCT

TAATTATGACCTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCGCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGATTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL5407 Chironomidae sp. water mite diet isolate 5407-BHL032417-GBD15936_7647-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTAGGAC

GTCCTGGAACTTTCATTGGTGACGACCAAATTTATACCGTATTTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTT-

AATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCGGACATAGCTTTCCCCCGTATAAATAATATAA

GTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KM990292, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL542 Chlorodendraceae sp. water mite diet isolate 542-BHL040517-GBD20370_9724-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTACATTATATTTTATTATTCGGTGCATTTGCTGGGGTATTAGGGACGTGTTTTTCCTT

AGTTATTCGAATGGAATTAGCACACCCTGGACAACAGATTTTAAATGGAAACCACCAATTATATAATGTCATTATTACAG

CCCACGCATTCCTGATGATCTTCTTCATGATAATGCCAGTCTTAATCGGAGGTTTTGGTAACTGGTTTGTACCAGTCATGA

TTGGTGCACCGGACATGGCGTTTCCACGACTAAACAACATTAGTTTTTGGTTACTGCCACCTTCGCTTTTCTTACTGTTAA

GTTCTGCTTTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 80.4% 

identical to accession ID b|Z47795, identified in GenBank as 

Tetraselmis subcordiformis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>RL543 Leptocera erythrocera water mite diet isolate 543-BHL040517-GBD6844_9102-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATATTTGGAGCTTGAGCGGGAATAGTAGGAACTTCTCTTAGTATTTTAATTCGAGCAGAATTAGGA

CATCCAGGTGCTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTAT

AGTAATACCTATTATAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCTCCTGATATAGCTTTCCCTCG

AATGAATAATATAAGTTTTTGATTACTACCTCCTTCTCTTACCTTACTTTTAGTAAGCAGTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR394103, identified in GenBank as 

Leptocera erythrocera. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5434 Oligochaeta sp. water mite diet isolate 5434-BHL032417-GBD17122_26856-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTACCTTAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTACACATGCATTT

TTAATAATTTTTTTCTTAGTAATACCAGTTTTTATTGGAGGATTTGGAAGTTGAATTCTACCTTTAATACTTTGGGCACCTG

ATATAGCATTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5439 Chironomidae sp. water mite diet isolate 5439-BHL032417-GBD19305_24417-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTTGGTGATGCCCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATATTTTTTTTTATAA

TTATACCTATTTTAATTGGAGGATTTTGGAATTGATTGATCCCTCTAATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTATCTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL544 Paratanytarsus sp.  water mite diet isolate 544-BHL040517-GBD10619_7980-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAAGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATATATTTTTTTT

CTTAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCTCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5441 Paratanytarsus sp. water mite diet isolate 5441-BHL032417-GBD21523_22789-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCCCTAAGAATATTAATTCGAGCTTAACTAGGACATCCTG

GAACTTTTATTGGAGATGACCAATTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTTATACC

TATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCTTTTCCTCGAATAAATAA

TATAAGATTTTGACTTCTTCCCCCCTCTTTAACCCTTTTACTTTCAAGTAGAATAATGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL545 Paratanytarsus sp.  water mite diet isolate 545-BHL040517-GBD28139_13137-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATCAGGAC

ACCCTGTAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACATCTCATGCTTTTATTATAATTTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGATCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTAACAAGAAGATTGGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5451 Lebertia sp. water mite diet isolate 5451-BHL032417-GBD19373_21727-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTGCTTTTGGAGCATGATCTGGAATAATTGGTGCTTGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTCATAAT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAA

TAAAAAATAAAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCATTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5452 Paratanytarsus sp.  water mite diet isolate 5452-BHL032417-GBD6933_15178-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTGTAGTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTTAACTA

GGACAACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGAGTTTGACTTCTTCCCCCCTCGTTAACTCTGGTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5453 Paratanytarsus sp.  water mite diet isolate 5453-BHL032417-GBD12503_2450-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATAGTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTACCTTTAATATTAGGAGCCCCAGATATAGCTGTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTGTAACTCTTTCACTTTCAAGTAGAAGAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5458 Amphichaeta sp. water mite diet isolate 5458-BHL032417-GBD26217_7634-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTGGAGCTTGATCTGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTAATGCATATGCATTTTTAATAATTTTTTTTCTTAGTAACACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL546 Chironomus riparius water mite diet isolate 546-BHL040517-GBD16351_25219-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTATCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5466 Chironominae sp.  water mite diet isolate 5466-BHL032417-GBD21719_10428-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTCATAAT

AATACCTATTTTGATTGGAGGATTTAGAAATTGGTTATTACCACTAATATTTAGAGCACCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL547 Chironominae sp. water mite diet isolate 547-BHL040517-GBD15269_28595-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAAAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACATCTCACTCTTTTATTATAATTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCCCACTGATATAGCTTTTCCGCGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCATTAACTCTACTTCTTTCTAACTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5477 Oligochaeta sp. water mite diet isolate 5477-BHL032417-GBD29180_12754-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTTTATACTTAATCTTAGGAGTTTAAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCT

GATATAGCTTTCCCTCGAATAAACAATATAAGTTTCTGACTACTACCCCCTTCACTAACCCTATTGGTATCTACTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL548 Paratanytarsus sp.  water mite diet isolate 548-BHL040517-GBD3679_13942-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTATGTATATTAATTCGAGCATAATTAGGAC

ACCCTTGAATATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGTTTTGAGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGT

ATAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5487 Paratanytarsus sp.  water mite diet isolate 5487-BHL032417-GBD4212_9681-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGAAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACGACCCCCATCTGTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL549 Paratanytarsus sp.  water mite diet isolate 549-BHL040517-GBD13917_7776-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTCGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGATCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCCATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATTCCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCATAT

AAATAATATAAGTTTTTGATTACTTCCCCTATCTTTAACCCTTCTTCTATCAAAAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5490 Chironomidae sp. water mite diet isolate 5490-BHL032417-GBD14547_17401-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATAGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGATCCCTCTTATATTAGGAATCCCAGACATAGCTTTCCCCCCGT

ATAAATAATATAAGATTTTGGCTTTTACCCCCGTCATTAACATTACTTCTTTCTAGTTCAATTATAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5491 Paratanytarsus sp. water mite diet isolate 5491-BHL032417-GBD26351_6560-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGTACTTCCTTAAGAATATTAATTCGAGCTGAACTAG

GACACCCCGGAACTTTAATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCTCG

AATAAATAAAATAAGATTTTGGCTTCTTCCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5496 Chironomidae sp. water mite diet isolate 5496-BHL032417-GBD21601_15062-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGAAATTGTTACTGCCCATGCTTTTATTATATTTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAAACATAGCTTTCCCACGTA

TAAATAATATAAGTTTTTGGCTTTTACCACCGTCATTAACTTTACTTCTTTCTAGTGCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5497 Lebertia sp. water mite diet isolate 5497-BHL032417-GBD17938_28667-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTTGGAAGTGACCAAATTTACAATACAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGGTTTGGGAACTGATTAGTTCCACTAAAAATCAGAGCCCCAGATATAGCTTTTCCACGAA

TAAAAAATATAAAATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL550 Orthocladiinae sp. water mite diet isolate 550-BHL040517-GBD15909_25994-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGACTAGTGGGCACTTCTTTAATAATTTTAATTCGACTAGAATTAGGACA

CCCAGTCTAATTGATCGTAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTATCCTTGATATTATGAGCCCCTGATATAGCTTTTCCCCCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTGCATTAACCTTACTTTTATCAAAATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5500 Chironomidae sp. water mite diet isolate 5500-BHL032417-GBD4188_12003-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTTGGCGCCTGATCTGGGCTAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGA

CGACCCGGAACTTTCATTGGTGCCGCCCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTGCTTTCTAGTTCAATGGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5502 Lebertia sp. water mite diet isolate 5502-BHL032417-GBD25204_6761-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACTCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTACTCATGCTTTCGTTATAATTTTTTTCATAA

TAATACCAATAATAATTGGAAGTTTTGGAAACTGATTAGTTCCACTAATAATCAGATCCCCAGATATAACCTTTCCACCAA

TAAATAAAAAAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5503 Oligochaeta sp. water mite diet isolate 5503-BHL032417-GBD12616_15432-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTAAT

TGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGAATAAATAATATAAGTTT

TTGACTTCTCCCCCCATCTTTAACTC---TTCTTCCTTCTAGTCCATTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.4% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5508 Lebertia sp. water mite diet isolate 5508-BHL032417-GBD25074_11200-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAATCCTAATTCGACTTGAATTATGAC

AACCAGGCTCACTCCTAGGAAGTGATCAAATTTACAATACAATTGTTACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCCTTTCCCCGA

ATAAAAAAAATAAGATTTTGACTTCTTCCCCCAACCTTAACTCTACTTATATCAAGTTCCATTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL551 Chironominae sp. water mite diet isolate 551-BHL040517-GBD12810_24423-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCATTTAGTATATTAATTCGAGCAAAACTTGGTC

ACCCTGTAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACATCTCACGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTCTCATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGTGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACTCTTCTTCGTTCTAGCGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5513 Oligochaeta sp. water mite diet isolate 5513-BHL032417-GBD2924_20456-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGAACTTTATATTTTATTTTTAGGAGTTTGAGCCGGATTAATTGGAATCGGCACTAGAATTTTA

ATTCGGCTTGACTTAGCTCAACCAGGATCATTCCTATGGAGAGATCAGTTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTTTAGTTATACCAGTATTTACTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATGGCCTTCCCACGACTTAACAATTTAAGATTTTGACTTCTACCACCTTCACCAATCCTACTGGTTTCTTCTGCTGCG

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.9% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5516 Chironomidae sp. water mite diet isolate 5516-BHL032417-GBD22634_8402-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGATCAGCATTAGGAC

GACCCGGAACTTTCATTGGTGACGATCTAATTTATAACGTAATTGTTACAGCCAATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGTCATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTATCTTTACTTCGTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5518 Lebertia sp.  water mite diet isolate 5518-BHL032417-GBD16237_17749-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCACTCCTAGGAAATGACCAAATTTACATTACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAA

TAAAAAATATAAGAATTTGACTTCTTCCTCCATCCTTAACTCTACTTCTAACAAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL552 Cricotopus sp. water mite diet isolate 552-BHL040517-GBD25506_8264-Ldc65 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGACTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCTTTCCCTCGAA

TAAATAACATAAGATTTTGACTATTACCCCCTTCTTTAACCCTATTACTATCAAAATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5520 Oligochaeta sp. water mite diet isolate 5520-BHL032417-GBD3873_21041-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGATCTGGAATAATTGGAACATAAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCATAGGAAGAGATCAACTATATAATACTCTTGTAACTGCTCATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACAATATAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCAGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL553 Chironominae sp. water mite diet isolate 553-BHL040517-GBD12356_11314-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACACCCT

GGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTATAGTTAT

ACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAAA

TAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KT115418, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL554 Chironominae sp. water mite diet isolate 554-BHL040517-GBD22934_13191-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTATAGT

TATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5540 Paratanytarsus sp.  water mite diet isolate 5540-BHL032417-GBD5485_9619-Ldc34 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCAGGAACATTTATTGGAGATGACCAAATTTTTAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGAAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATAAAGCTTTTCCT

CGAATAAATAATATAAGATTTTGGCTTCTTCCCCCCTCTTTAACTCTTTTACTTTAAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5544 Lebertia sp. water mite diet isolate 5544-BHL032417-GBD15479_17526-Ldc34 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTAACTTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATATTAAATGGAGGTTTTGGAAACTGATTAGTTCCACTAAAAATCAGAGCCCCAAATATAGCTTTTCCACGA

ATAAATAATAAAAGATTTTGACTACTTCCTCCATCCTTAACCCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL555 Orthocladiinae sp. water mite diet isolate 555-BHL040517-GBD15608_23905-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTATA

GTTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGTCCCTGATATAGCTTTTCCACGA

ATAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCGGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5558 Chironomus riparius water mite diet isolate 5558-BHL032417-GBD19073_14303-Ldc25 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACCTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL556 Orthocladiinae sp. water mite diet isolate 556-BHL040517-GBD20475_27120-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACGACACATGCTTTTGTAATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTATCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5561 Amphichaeta raptisae water mite diet isolate 5561-BHL032417-GBD13604_21897-Ldc25 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTTCTTAGTAATACCAGTTTTTA

TTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGA

TTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL5563 Lebertia sp.  water mite diet isolate 5563-BHL032417-GBD4891_23609-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTTTCAT

AGTAATACCAATAATAATTGGAGGTTTTGGGAACTGATTAGTTCTACTAATAATCAGAGCCCCAGATATAGCTTTTCCAC

GAATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5564 Orthocladiinae sp.  water mite diet isolate 5564-BHL032417-GBD8249_10100-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCGGAATTAGGACA

TGCTGGTTTCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTTTTTAT

AGTTATACCTATTTTAATTGGAGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCAGATATGGCTTTCCCTC

GAATAAATAATATAAGTTTTTGATTACTTCCCCCCTCTTTAACTCTTCTTTTATCAAGCTCAATTGTTGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR693741, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5565 Chironominae sp.  water mite diet isolate 5565-BHL032417-GBD9030_27312-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACATCTTTAAGAATACTAATTCGAGCAGAATTAGGACA

TCCAGGAACATTGATTGGGGATGATCAAATTTACAATGTAATTGTCACAGCTCATGCTTTTATTATAATTTTTTTTTTATA

GTTATACCTATTTTAATTGGTGGGTTTGGAAATTGACTTTTACCTTTAATACTTGGAGCTCCTGATATAGCCTTTCCACGA

ATAAATAATATAAGATTTTGACTTTTACCTCCATCTATTTCATTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR759090, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5567 Psectrocladius sp.  water mite diet isolate 5567-BHL032417-GBD10107_11917-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATAAAAGTTTTTGATTACTTCCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAACTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5568 Psectrocladius sp. water mite diet isolate 5568-BHL032417-GBD8352_15801-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCTGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTACTTGTTATCACTCACGCCTTTGTAATAATTTTTTTTTATAGT

AATACCAGTTTTAATTGGAGGATTTGGAAATTGATTAGTCCCATTAATATTAGGAGCACCCGACATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL557 Paratanytarsus sp. water mite diet isolate 557-BHL040517-GBD21226_16078-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGTAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAAGATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5570 Psectrocladius sp. water mite diet isolate 5570-BHL032417-GBD8379_22810-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCACCTGATATAGCATTCCCTCGAA

TAAATAATATAATTTTTAGATTACTTCCCCCGTAATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5571 Chironominae sp. water mite diet isolate 5571-BHL032417-GBD7383_7829-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTAAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGAA

TAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR641103, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5572 Chironominae sp.  water mite diet isolate 5572-BHL032417-GBD25966_9122-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTAGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTATAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5574 Chironomus sp. water mite diet isolate 5574-BHL032417-GBD11625_23203-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATACTTCATTTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATT

AGGACGGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTT

TATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGCTCTTCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5575 Psectrocladius sp. water mite diet isolate 5575-BHL032417-GBD2731_12876-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTATGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGTCA

CCCTGGTTCCTTAATTGGTGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAAT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5576 Chironomidae sp.  water mite diet isolate 5576-BHL032417-GBD20968_10679-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5578 Paratanytarsus sp.  water mite diet isolate 5578-BHL032417-GBD16900_26547-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCCAAATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCATCTTTAACTCTTTTACGATCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5579 Psectrocladius sp.  water mite diet isolate 5579-BHL032417-GBD11719_28340-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTTTATTTTATTTTTGAAGTCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTCAC

GTTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATAATCTATCGCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL558 Paratanytarsus sp.  water mite diet isolate 558-BHL040517-GBD13144_20224-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTTAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCATTTCCACGTA

TAAATAATATAAGATTTTGATTACTTCCCCCATCTTTAACCCTACTTCTATCAAGAAGAGTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5580 Chironomus sp. water mite diet isolate 5580-BHL032417-GBD14462_2542-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGAGCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCGGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTAGAATGTGATAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAAAACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTAGCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5581 Chironomidae sp. water mite diet isolate 5581-BHL032417-GBD18700_9628-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGAACATTATACTTCATTTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACATATTCGAGCAGAATTAG

GACGGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTA

CAGTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGCGCCCCTGACATAGCCTTCCCG

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR165695, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5582 Lebertia sp. water mite diet isolate 5582-BHL032417-GBD16093_18789-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAAATAATTGGAGCTCGATTAAGAACCCTATTTCGACATTAATTAGGA

CAACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATA

GTAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGTCCCAGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTTCTTCCCCCATCCTTATCCCTACTTCTATCAAGTTCCTTTCCAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5584 Chironominae sp.  water mite diet isolate 5584-BHL032417-GBD25312_6972-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAATTTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTTTCCT

CGAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5585 Lebertia sp. water mite diet isolate 5585-BHL032417-GBD23145_9340-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAGGAATCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAATGACCAAATTTACAATACAAATGTAACTGCTCATGCTTTCGTTATAATTTTTTTTCAAA

GTAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCCCG

AAAAAATAAAATAAGATTTTGACTTCTTCCCCCATCCTTAACCCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5587 Chironomus sp. water mite diet isolate 5587-BHL032417-GBD16634_10201-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATGG

CCTTCCCGCGAATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.4% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL5588 Cricotopus sp.  water mite diet isolate 5588-BHL032417-GBD24149_17256-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTTATAG

TAATATCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGA

ATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5589 Psectrocladius sp.  water mite diet isolate 5589-BHL032417-GBD28549_16034-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTAGAGCCTAATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCGGTTTCCTTAATTGGAGATGATCAAATTTATACTGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTATGAGCCAACGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL559 Paratanytarsus sp. water mite diet isolate 559-BHL040517-GBD22345_12947-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATTTTAGGAGCCCCAGATATAGCTTTTCCA

CGAATAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTTCTAGCTCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5590 Chironomus sp. water mite diet isolate 5590-BHL032417-GBD16240_12219-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTACATTAGGAATGCTTATTCGAGC

AGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATTA

ATTTTTTTCATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATG

GCCTTCCTTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTTGTTCATTTGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL5591 Chironomus sp. water mite diet isolate 5591-BHL032417-GBD26780_21712-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTATAATTGGAGGATTTGGAAACTGACTTGTCCCCCCTAATACTTGGTGCACCTGACATAGCTTTTC

CTCGAAAAAATAATATAAATTTCTGACTTTTAGCCCCCTCTCTTACTCTTCTTCATTCTAGTTCTTCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5592 Lebertia sp. water mite diet isolate 5592-BHL032417-GBD17937_26700-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCC-

AGGAAGTGACTAAATTTACAATACAATTGGAACTGCTCATGCTTTCGTTATAAATTTTTTTCATAGTAATACCAATAATCA

TTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAACTTTTCCACGAATAAATAAAATAAGA

TTTTGGCTTCTTCCCCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5593 Chironomidae sp. water mite diet isolate 5593-BHL032417-GBD23090_25164-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACATTATATTTTATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAG

GACGGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTTT

ATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCC

GCGAATAAATAATATAAGATTTTGGCTACTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGAAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR171593, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5594 Lebertia sp. water mite diet isolate 5594-BHL032417-GBD27454_19197-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGTATAATAGGAGCTAGATTAAGAACCCTAATTCGACGTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTTACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCCTTTCCACGA

ATAAAAAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTAACAAGGTCCTTTACATGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5596 Chironominae sp.  water mite diet isolate 5596-BHL032417-GBD6582_5746-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTT-

GGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTCATTCGAGCAGAACTTGGACGACCTGGTACTTTTTTTGG

AGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTTATGCCAATTTTAATTGG

AGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTG

ACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5599 Chironomidae sp. water mite diet isolate 5599-BHL032417-GBD22026_8720-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGTATTAGG

ACGGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTTAT

AGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCACG

AATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTTGTTCATTTGTAGGAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR165695, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL560 Paratanytarsus sp. water mite diet isolate 560-BHL040517-GBD15755_13848-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTCGGAGCTTGATCTGGAATAATAAGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTCACCCT

GGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAGTTATA

CCTGTTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAAT

AATATAAGTTTTTGATTACTTTCCCCATCTTTAACCGTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.8% 

identical to accession ID KR758568, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5600 Chironomidae sp. water mite diet isolate 5600-BHL032417-GBD17398_10288-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATCTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGA

CGGCCAGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTAGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCG

AATAAATAATATAAGATTTTGGCTTCTTCCCCCATCTTTAACTCTGCTTCTTTCTTGTTCATTTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5601 Orthocladiinae sp. water mite diet isolate 5601-BHL032417-GBD26567_22511-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTAGGACA

TGCTGGTTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAACTGGAGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCAGATATGGCTTTCCCGCGAAT

AAATAATATAAGTTATTGATTACTTCCCCCCGCTTTAACTCTGCTATTAACAAGCTCAATTGTTGAAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR693741, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5602 Orthocladiinae sp. water mite diet isolate 5602-BHL032417-GBD25127_19405-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCAAAATTAGGACA

TGCTGGTTCCTTAATTGGAGACGAACAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGACTAGTTCCCTTAACATTAGGAGCACCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR693741, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5604 Phaenopsectra sp.  water mite diet isolate 5604-BHL032417-GBD24975_21172-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTCATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCTTTCTCTATCTTTACTACTTGCTAGCTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5605 Lebertia sp. water mite diet isolate 5605-BHL032417-GBD19426_21144-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGTTTTTGGAGCATGATCCGGAATAATTGGAGCTTGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAATGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTGCATA

GTAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAAAAATCAGAGCCCCAGATATAGCTTTTCCACG

AAAAAATAATAAAAGATTTTGACTTCTTCCTCCATCCTTAACCCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5606 Chironomidae sp. water mite diet isolate 5606-BHL032417-GBD8815_14185-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAATATACTTATTCGAGCAGAATTAGGA

CGACCAGGAACTTTTATTGGAGACGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATATTTTTTTTTTATA

GTTATACCAATTTTAAATGGGGGTTTCGGAAATTGATTAGTACCTTTAAAGTTAGGAGCCCCTGGCATAGCCTTCCCGCG

AATAAATAATATAAGAATTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTTCTAGTTCAATTGTAAAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5607 Lebertia sp. water mite diet isolate 5607-BHL032417-GBD25196_8173-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAGTTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGCAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCTACGA

ATAAATAATATAAGATTTTGACTTCTGCCGCCATCCTTAACTCGACTACTAGCAAGTTCCTTTACAGGAAAATAGAGCTG

GAACA

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5609 Chironomus sp. water mite diet isolate 5609-BHL032417-GBD7183_17343-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGAGCTTGATCCGGCATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATTA

GGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTCACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCC

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTACTATCTAGTTCTTCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL561 Chironominae sp. water mite diet isolate 561-BHL040517-GBD11761_8112-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCAT

GCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGTT

ATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAACATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR689936, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5612 Dicrotendipes sp. water mite diet isolate 5612-BHL032417-GBD23148_5377-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGCTGGAACTTCTTTAAGAATTCTTATTCATGCAGAATTAGGACAT

GCTGGTTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGAAT

AAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR521898, identified in GenBank as 

Dicrotendipes modestus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL5615 Homo sapiens water mite diet isolate 5615-BHL032417-GBD14396_22367-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACACATCATAAAGATATTGGCACATTATAGTATTCGGTGCTTGAGCCAGAGTAATAGGAACTGACATAAATCTCTTA

ATATGAGCCAAACTGGGTCAACCAGGAGCCCTATTAGGCAATGATCAAATTTATGTCATTATAACTGCCCATGCATTTGT

AATAATCTTTTAATGGATATGCCAATTAAAATAAGAGGACTTGGTAACTGATTAGCTCCCTAAATGACTGAGCCGAGATA

CAGCATTCTCTTATAAACAATATAAGCTTCTGACTTTTTTCACCATCGTTTTGACTTCTGCTTGCCCCTTTACTAGTAGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID G_011402, identified in GenBank as 

Homo sapiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5616 Chironomidae sp. water mite diet isolate 5616-BHL032417-GBD8686_7271-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTT

CCACGAATAAATAATATAAGATTTTGTCTTCTTCCTCCATCCTTAACCCTTCTTCTATCAAGTTCCTTTACAGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5617 Chironomidae sp. water mite diet isolate 5617-BHL032417-GBD21377_21441-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATATTATTTTTGGTGTTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTAGGA

CGTCCTGGAACTTTTATTGGAGATGATCAAATCTATAATGTAATTGTAACTGTACATGCTTTTATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTAGCTTTAATGTTAGGAGCCCCTGACATATCCTTCCCGCG

AATAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR287035, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL562 Paratanytarsus sp. water mite diet isolate 562-BHL040517-GBD24908_18174-Ldc65 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAG

GACACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTA

TAGTTATACCTATTTTAATCGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5627 Culex pipiens water mite diet isolate 5627-BHL032417-GBD28405_9790-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTA

CTAATTCGAGCAGAATTAAGTCAACCAGGTGTAATTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTAACGC

CTTTATTATAATTTTTTTTTATAGTAATACCAATCATCATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGC

TCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGATACTACTACTTTCAAGTAGT

TTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL563 Psectrocladius sp.  water mite diet isolate 563-BHL040517-GBD9366_15651-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTAAAATGTAATTGTTATCGCTCACGCCTTTGTAATAATTTTTTTTTTTTAT

AGTAATACCTATTTTAATTGGGGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTC

GAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5633 Orthocladius sp.  water mite diet isolate 5633-BHL032417-GBD20405_21889-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGACA

TGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTTATGGT

TATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTACTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5638 Lebertia sp. water mite diet isolate 5638-BHL032417-GBD19309_13527-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGTCTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCATTCCTAGGAAGTGATCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAAAAATCAGAGCCCCAGATATAGCTTTTCCACCA

ATAAATAATATAAGAATTTGACTTCTTCCTCCATCTTTAACACTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5639 Chironominae sp. water mite diet isolate 5639-BHL032417-GBD18181_6829-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACATCTTTAAGAATACTAATTCGAGCAGAATTAGGACA

TCCAGGAACATTGATTGGGGATGATCAAATTTACGATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGACTTTTACCTTTAATACTTGGAGCTCCTGATATAGCCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR759090, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5641 Lebertia sp. water mite diet isolate 5641-BHL032417-GBD28716_19910-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAAT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCCTTTCCACGAA

AAAATAAAATAAGAATTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGGTACATTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5642 Lebertia sp. water mite diet isolate 5642-BHL032417-GBD25418_19304-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCGTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAATCTTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTTCTAGGAAGAGACCAAATTTACAATACAATTGTAACTGCTCCTGCTTTCGTTATAATTCTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTAGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACA

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5643 Lebertia sp. water mite diet isolate 5643-BHL032417-GBD8437_7994-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTTCTTTTGGAGCATGATCCGGAATAATTGGAGCTTGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCACTCCTAGGATGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATATTTTTTTTCATAGT

AATACCAATAATAATTGGTGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCCGATATAGCTTTTCCACTAAT

AAAAAATATAAGATTTTGACTTCTTCCCCCATCCTTAACTCTTCTTCTATCAAGTTCCTTTACAGGAAAATGAAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5644 Chironomus sp. water mite diet isolate 5644-BHL032417-GBD9366_2993-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTA

GGACATGCTGGTTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTA

CATAATTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCGTCTTTCTAGTTCTTCCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5645 Chironomus sp. water mite diet isolate 5645-BHL032417-GBD11575_24951-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCAGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCATCTCTAACCCTACTTCTTTCTAGTGCATCCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5646 Orthocladiinae sp.  water mite diet isolate 5646-BHL032417-GBD28666_11594-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTAGGACA

TGCTGGTTCCTTAATGGGACACGAGCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCCTCTTTAACTCTTCTTTTATCAAGCACAGTTGTTGAAAATGAAGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR693741, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL565 Dicrotendipes sp.  water mite diet isolate 565-BHL040517-GBD15697_12973-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTTTATG

GTTATACCTATTCCAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGGTATAGCTTTCCCACG

AATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCATTTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5651 Psectrocladius sp.  water mite diet isolate 5651-BHL032417-GBD11138_28499-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGTACTTCTTTAAGAATTTTAATTCGCGCAGAACTCGTTCA

AGCTGTTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTGTATAGT

AATACATATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAAGATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAAGGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5656 Lebertia sp. water mite diet isolate 5656-BHL032417-GBD25771_13497-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACACTATACTTAATCTTAGGAGTATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATA

GAAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCGGAGCCCCAGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5658 Lebertia sp. water mite diet isolate 5658-BHL032417-GBD27436_19190-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTCGATTAAGAACCCTAATTCGACGTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAAATGGAGGTTTTGGAAAATGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCCATTCCACGA

ATAAATAATATAAGATTTTGACTTATTCCTCCATACTTAACTCTACTTCTAACAAGGTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL566 Diptera sp. water mite diet isolate 566-BHL040517-GBD25477_6898-Ldc66 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTA

AGAATTTTAATTCGTGCTGAATTAGGACACCCTGTAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGT

TCATGCATTTGTAATAATTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATT

AGGAGCTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGTA

AGAAGTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID KR262681, identified in GenBank as 

Toxonevra carterosoma. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5665 Hydrachnidiae sp. water mite diet isolate 5665-BHL032417-GBD25287_15236-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTTGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTTCCTCGA

ATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGATCTTCCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 87.5% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5666 Chironomus sp. water mite diet isolate 5666-BHL032417-GBD4763_21535-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGGACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTAATGTACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAGCTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAAAAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTCCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5669 Orthocladiinae sp. water mite diet isolate 5669-BHL032417-GBD4277_19616-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTTTTATTCGTGCAGAATTAGGACA

TCCTGGTTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGAAACTGACTAGTTCCCTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCCTCTTTAACTCTTCTTTTATCAAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR693741, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5670 Lebertia sp. water mite diet isolate 5670-BHL032417-GBD13224_15499-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGTTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAGTTGTAACTGCTCATGCTTTCGTTATAATTTTTTTTCATA

GTAATACCAATAATAATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACG

ATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTA

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5672 Chironomus sp. water mite diet isolate 5672-BHL032417-GBD18858_27244-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCCCTTAGAATACTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATAGGGAC

TTCCCCCGAAAAAATAATATAAGTTTTTGACTTCTCACCCCATCTTTAAACTCTTCTACTTTCTTGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL568 Chironomidae sp.  water mite diet isolate 568-BHL040517-GBD15089_17410-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTAGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5683 Lebertia sp. water mite diet isolate 5683-BHL032417-GBD28686_17221-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTTGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTTGGAAGTCACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAAATTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCCTTTCCACGA

ATAAATAATAAAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGATACTTTACAGGAAAATGGAGCTGG

AACA

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5685 Lebertia sp. water mite diet isolate 5685-BHL032417-GBD29654_15692-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTCGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGATCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAAATTTTTTCATAG

TAATACCAATAATAATTGGAAGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAAAAATATAAAATTTTGACTTCTTCCCCCATCCTTAACTCTACTCCTATCAAGGTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5686 Lebertia sp. water mite diet isolate 5686-BHL032417-GBD6698_4914-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAA

GAATACCAATAATAAATGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

AAAAAGAAAATAAGATTTTGACTTCTTCCCCCATCCTTAACCCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5688 Chironomidae sp. water mite diet isolate 5688-BHL032417-GBD19822_26178-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGAACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCTTAAGTATACTTATTCGAGCAGAATTAGG

ACGGCCAGGAACTTT-

ATTGGAGATGATCAAATCTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTTATAGTAATACCTATTTTA

ATTGGAGGATTTGGAGATTGATTATTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAAATAATATAAG

TTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID KR165695, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5689 Chironominae sp. water mite diet isolate 5689-BHL032417-GBD9494_26126-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATACTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTATTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATGTGTTATTACCACTAATATTAGGAGAAACTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATAACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGAAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL569 Paratanytarsus sp.  water mite diet isolate 569-BHL040517-GBD27472_13211-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCTCCCCTCTCTTTAACTCTTTTACATTCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5690 Chironominae sp.  water mite diet isolate 5690-BHL032417-GBD6184_10476-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGTACTTCCCTAAGTATATTTATTCGAGCAGAATTAGGAC

TGCCAGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCACATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCTGACATAGCCTTCCCGCGAA

AAAATAATATAAGATTTTGGCTTCTTCCACCGTCTCTTACTCCTCTTCTTTCCAATTCAATTGTTGAAAATGGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR641103, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5696 Lebertia sp. water mite diet isolate 5696-BHL032417-GBD7050_13045-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGTTTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5697 Orthocladiinae sp. water mite diet isolate 5697-BHL032417-GBD28280_15652-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTT-

GGGGCCTGATCTGGGATCGTTGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTAGGACATGCTGGTTCCTTAACTGG

AGACGACCAAATTTATAATGTAATTGTTACTGCACACGCTTTTGTAATAATTTTTTTTATAGTTATACCTATTTTAATTGGA

GGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGGGCACCAGATATGGCTTTCCCTCGAATAAATAATATAAGATTTTG

ACTATTACCCCCATC

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR693741, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5699 Oligochaeta sp. water mite diet isolate 5699-BHL032417-GBD20381_21991-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACATGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGTACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCA--AGTTCCTTTACAGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL570 Psectrocladius sp. water mite diet isolate 570-BHL040517-GBD1866_13779-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATATTATTTTTGGAGCCTGATCAGGCATAGTAGGTACTGCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCA

CGCCGATTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5702 Orthocladiinae sp. water mite diet isolate 5702-BHL032417-GBD5638_6931-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTAGGACA

TGCTGGTTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR682563, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5703 Chironomus sp. water mite diet isolate 5703-BHL032417-GBD27821_17994-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACGGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

GCGAATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAG

CTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5706 Chironomus sp. water mite diet isolate 5706-BHL032417-GBD18874_27256-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATAATAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

ATTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGATTTGTCCCTTTAATATTAGGAGCTCCAGATAAGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAAACTCTACTACTATCTTGTTCATTTGTAGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL5708 Psectrocladius sp. water mite diet isolate 5708-BHL032417-GBD19937_25010-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATCTTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCCAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCATTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTAGCTATTATCTAGCACGCGCGTTGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL571 Dicrotendipes sp. water mite diet isolate 571-BHL040517-GBD19850_7270-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGACTAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTGATAGGAGATGATCAAATCTACATTGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTATGG

TTATACCCATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTATAATATTAGGAGCCCCCGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5715 Lebertia sp. water mite diet isolate 5715-BHL032417-GBD20882_26471-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTAGGAGCATGAGCCGAAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCACGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTATTCCTCCATCCTTAACACTGCTACTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5716 Lebertia sp. water mite diet isolate 5716-BHL032417-GBD26817_12434-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTAGGAGCATGATCCGGAATAATTGGAGCTGGATTAAGAACACTAATTCGAATTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTATTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGCTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5718 Lebertia sp. water mite diet isolate 5718-BHL032417-GBD26430_8834-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTTGAGCTAGATTAAGAACCCTAATTCGCCTTGTATTAGGACA

ACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACGCTACTGCTATCAAGTGCCTTTACAGGAAAATGGGGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5719 Lebertia sp. water mite diet isolate 5719-BHL032417-GBD4567_13823-Ldc25 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTCGGAC

AACCAGGCTCATTCCTAGGAAGTGACCAAATTTACAATACAATTGTTACTGCTCATGCATTCGTTATAATTTTTTTCATAG

TAATTCCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

AAAAATAAAATAAGATTTTGACTTCTTCCCCCATCCTTAACCCTACTTCTAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL572 Chironomus riparius water mite diet isolate 572-BHL040517-GBD23029_6003-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGATTGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAA-

ACTTGGAGCACCTGACATAGCTTCTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTT

TCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5722 Culex pipiens water mite diet isolate 5722-BHL032417-GBD11487_16621-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGGTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCGGAATTAAGTCAACCAGGTGTATTTATTGGAAATGGTCAAATTTATAATGTTATTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTAATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTTGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5726 Orthocladiinae sp. water mite diet isolate 5726-BHL032417-GBD18702_18464-Ldc25 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGGGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTAGGACA

TGCTGGTTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGGTTTGGAAACTGACTGGTTCCCTTAATATTAGGAGCACCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTACGTCCCCCCTCTTTAACACATCATTAAGCAAGCGCAATAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR693741, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5729 Chironomus riparius water mite diet isolate 5729-BHL032417-GBD26401_18634-Ldc26 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTTACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTATCTAGTTGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL573 Chironominae sp. water mite diet isolate 573-BHL040517-GBD16338_7204-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACAGCACACGCTTTTATTATAATTTTTTTTTTATAG

TTATGCCAATTTTATTTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5731 Chironomidae sp.  water mite diet isolate 5731-BHL032417-GBD23284_20359-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGAGTAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5732 Chironomidae sp. water mite diet isolate 5732-BHL032417-GBD1971_12886-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCAC

GCTGGGTCTTTAATCGGAGACGATCACATTTATGATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGTGAGCCCCCGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCACCCGTCATTAACTTTATTATTATCTAGCTTTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5733 Chironomidae sp.  water mite diet isolate 5733-BHL032417-GBD12942_3722-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATACTTCATTTTTGGGGCTTGATCAGGAATAGTAGGCACTTCCTTAAGTATACTTATTCGAGCAGAGTTAGGAC

GGCCAGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTTTAT

AGTTATACCGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCGCGC

GAATAAATAATATAAGATTTTGACTTCTCCCACCATCTCTTTCTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KJ209337, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5734 Chironomus sp. water mite diet isolate 5734-BHL032417-GBD8180_9216-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATCGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCATGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAAGTTTCGAAAATTGACTTGTCCCTTTAATATTAGGAACTCCAGATATGGCC

TTCCCCCGAATAAATAATATAAGTTTTTGACTTCTCCCCCTATCTTTAACACTTCTTCTTTCTAATTCATTTCGAGAAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL5735 Chironomidae sp. water mite diet isolate 5735-BHL032417-GBD15626_10675-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTGTTTTAATTAGAGTGTTTGGAAATTGATTAGTTCCTTTAATATTGAGAGCCCCTGATATAGCATTCCCTCGCAT

AAATAATATAATTTTTTTATTCCTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAACAGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5736 Chironomus sp. water mite diet isolate 5736-BHL032417-GBD18005_13723-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGTTATTGGAACTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAACACGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAATTTGACTTGTCCCTTTAATATTAGGAGCTCCTGATATGGT

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCTATCTTTAACTCTTCTTCTTTTCTAATGCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL5737 Rheotanytarsus sp.  water mite diet isolate 5737-BHL032417-GBD15308_2433-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGTGCATGATCAGAAATAATTGGAACTTCTTTAAGAATATTAATTCGAGCAGAATTAGGAC

GTCCTGGAACTTTTATTGGAGATGACCAAATTTATAATATAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGACTTTTACCTTTAATATTAGGAGCTCCTGATATAGCCTTTCCTCGAA

TAAATAACATAAGTTTCTGATTACTTCCTCCCTCTCTTTCTCTTCTTCTTTCAAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR271819, identified in GenBank as 

Rheotanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5739 Chironomus sp. water mite diet isolate 5739-BHL032417-GBD23927_14308-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTGGGAGCCCCTGATATAG

CATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACT-

TTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL574 Diptera sp. water mite diet isolate 574-BHL040517-GBD26504_12281-Ldc66 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTCATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTATAGTTATAACAATTATAAATGGTGGATTCGGGAAACTGATTAGTACCTTTAATATTAGGA

GCTCCTGATATAGCCTTTCCACGAATAAATAATATAAGATTTTAACTTCTTCCACCATCACTTACACTATTATTAGTAAAAA

GTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID EU493679, identified in GenBank as 

Scaptomyza frustulifera. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5740 Chironomus sp. water mite diet isolate 5740-BHL032417-GBD17073_19742-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTTAATATTGGGAGCCCCTGATATAGCATTCC

CTCGAATAAATAATATAAGTTTTTGACTACTTCCCCCGTCATTAACT-

TTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5741 Chironomus crassicaudatus water mite diet isolate 5741-BHL032417-GBD14797_4453-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATGTATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCCTTAGAATATTAATGCGAG

CAGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAATTTTAGAATGTAGTAGTTACAGCGCACGCATTTATTATA

ATTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTAGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATG

GCCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCTATCTTTAACTCTTCTTCTTTCTAATTCATTTGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.8% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL5743 Chironominae sp. water mite diet isolate 5743-BHL032417-GBD22751_7065-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTCATTTTTGGGGCTTGATCAGGAAAAGTAGGCACTTCCTTAAGTATACTTATTCGAGCAGAGTTAGGACG

GCCAGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTATAATTTTTTTTTTATA

GTTATACCGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCG

AATAAATAATATAAGATTTTGATTACTTCCCCCGTCATTAACT-

TTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR751654, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5744 Chironomidae sp. water mite diet isolate 5744-BHL032417-GBD11782_19081-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAAAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5745 Chironomidae sp. water mite diet isolate 5745-BHL032417-GBD13081_28942-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTATGGAGCCTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGTCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5746 Chironomidae sp. water mite diet isolate 5746-BHL032417-GBD8983_8771-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGAGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATACCCCCGAA

AAAAAAATATAAAAGTTTGAATACTTCCCCCCGTCAGTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5747 Chironomus crassicaudatus water mite diet isolate 5747-BHL032417-GBD9065_5191-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTTGGTGCTTGATCAGGAATAGTAGGAACGTCCCTTAGAATATTATTTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATATT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGATTTCTCCCTCTATCTTTAACTCTTCTTCTTTCTAATTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL5748 Chironominae sp. water mite diet isolate 5748-BHL032417-GBD12759_25166-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGCACGCGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5749 Paratanytarsus sp.  water mite diet isolate 5749-BHL032417-GBD25725_24558-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCGC

GAATAAATAATATAAGATTTTGACTACTTCCCCCATCTTTAACTCGTTTACTATCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL575 Dicrotendipes sp. water mite diet isolate 575-BHL040517-GBD17135_9204-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCAGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGGTATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5750 Amphichaeta raptisae water mite diet isolate 5750-BHL032417-GBD23010_18246-Ldc26 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCAACCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCATATGCATTTTTTAATAATTTTTTTCTTAGTAACACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5751 Cricotopus sp. water mite diet isolate 5751-BHL032417-GBD3910_8748-Ldc26 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATTATAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATAATAGAAGACCCAGATATAGCATTCCCTCTAA

TAAATAACATAAGATTTTGATAATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGGAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5752 Chironomus sp. water mite diet isolate 5752-BHL032417-GBD24963_25261-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTTCC

TCGAATAAATAATACAAGTTTCTGACTTTTACCCCCTTCTCTAACCTTTCTTCTTTCTAGTGCTATCGTTGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5753 Chironomidae sp. water mite diet isolate 5753-BHL032417-GBD23620_16233-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTTAT

GCTGGTTCTTTCATCGGAGACGATCAAATTTATAATGTACTTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCAGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCGCACTAGTTGAAAATGGAGTTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5755 Chironomidae sp. water mite diet isolate 5755-BHL032417-GBD27881_14235-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAAATCGAGCAAAACTCGGTCA

CGCTGGTTCGTTACTCGGAGACGAACAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATATTTTTTTTTTAGAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGAGAGCCCCTGATATAGCATTCCCTCGAA

TAAATATTATAAGTTTTTCATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5756 Chironomidae sp. water mite diet isolate 5756-BHL032417-GBD5406_20807-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5757 Chironomidae sp. water mite diet isolate 5757-BHL032417-GBD11314_6191-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATGATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTATTTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCC

TCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACT-

TTATTATTATCTAGCTCTCTAGTTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5758 Chironomidae sp. water mite diet isolate 5758-BHL032417-GBD23734_20672-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTCTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTACGAATTTTAATTCGAGCAAAACTCGGTCA

CTCTGGTTCTTTTCTCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCCCGCTTTTGTAATAATTTTTTTTGATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGTGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTGATTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5759 Chironomidae sp.  water mite diet isolate 5759-BHL032417-GBD18510_12933-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATTACGTAATTGTTATAGCCCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGGTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL576 Chironomus riparius water mite diet isolate 576-BHL040517-GBD14596_25957-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACTTGCTTTTATTATAATTTTTT

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAGATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5760 Chironominae sp. water mite diet isolate 5760-BHL032417-GBD9731_22939-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAAGTATAGTAGGTACTTCCTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTATTATAATTTTTTTTATGGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5761 Chironomidae sp. water mite diet isolate 5761-BHL032417-GBD7164_26046-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTATGTACTTCTTTAAGTATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTATAATCTGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTGATATTGGGAGCCCCTGATAAAGCATTCCCTCGAC

AAAATAATATAAGTTTTTGATTACTTCTCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5762 Chironomidae sp. water mite diet isolate 5762-BHL032417-GBD11682_6214-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGTATAGTAGGTACTTCTTTAAGAATTTTTATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATATTTTTTTTTTAATAG

TGATACCTATTTTATTTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGAAGCCCCTGATATAGCATTCCCTCGAA

AAAAAAATAAAAGTTTTTGATAACTT-

CCCCGTCATTAACTTTATTATTATCTAGCTCTATAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5763 Chironomidae sp. water mite diet isolate 5763-BHL032417-GBD3763_13319-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATTGGAGAAGATCAAATTTATAATGTAATTGTTACCGCTCGTGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAAGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AAAAAAAAAAATTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCCAGCTCTCTAGTTGAAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5764 Chironomidae sp. water mite diet isolate 5764-BHL032417-GBD15776_23144-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCACTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATAGTGGGAGCCCCTGATATAGCATTCCCCCCAAT

AAAAAAAATAAGTTTTTTATTACTTCCCCCCGTCATTAACTTTATTATTATCTAGCTCTATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5765 Chironomus sp. water mite diet isolate 5765-BHL032417-GBD16199_7254-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCAGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACT-

TTATTATTATCTAACTCTCTAGTCGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5766 Chironominae sp.  water mite diet isolate 5766-BHL032417-GBD7632_17911-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGGACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATATTATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5767 Chironomidae sp. water mite diet isolate 5767-BHL032417-GBD10165_14844-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCA

GAACTCGGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATT

TTTTTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTGGGAGCTCCAGATATGGC

CTTCCCTAGAATAAATAATATAAGTTTTTGACTTCTTCCCCTATCTTTAACTCTTCTTCTTTCTAATTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.7% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>RL5769 Chironomidae sp. water mite diet isolate 5769-BHL032417-GBD8327_19715-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAATAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGTTCACGCTTTTGTAATATTTTTTTTTTATAGT

GATACCTGTTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATTAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5770 Lebertia sp.  water mite diet isolate 5770-BHL032417-GBD18774_15078-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTTCATA

GTAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAATTCCTTTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5771 Chironominae sp. water mite diet isolate 5771-BHL032417-GBD11228_5551-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTCGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTAATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGTAGCCCCTCATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTTCCACCATCTCTTACTTTATTGCTTTCAAGAAGAAGAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5772 Chironomidae sp. water mite diet isolate 5772-BHL032417-GBD21006_3392-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATCTTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGTAGAACTCGGTTA

CGCTGGTTCTTTAATCGGAGACCATCAATTTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGTCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTTCCGCGAATA

AATAATATAAGAGTTTGATTATTACCCCGCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5777 Chironomidae sp. water mite diet isolate 5777-BHL032417-GBD10324_16140-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGA

GATACCTATTTTAATTTGGAGGGTTTGGAAATTGATTTGTTCCTTTAATATTGAGAGCCCCTAAGATAGCATTCCCTCGCA

TAAATAATATAAGTTTTTGATTCCTTCCCCCGTCATTAACTTTATTATTATCCAGATCTCTAGTTGAAAAGGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5778 Chironomidae sp. water mite diet isolate 5778-BHL032417-GBD8103_16399-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGG

GATCCCTTATTTAATTGGAGGGTTTGAAACTTGATTAGTTCCTTTAAAATTGGGAGCCCCTGAAATAGCATTCCCTCGAA

AAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTACCTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5779 Chironomidae sp. water mite diet isolate 5779-BHL032417-GBD7269_5061-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAAAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATTGT

GATACCTATTTTAATTAGAGTGTTTGGAAATTGATTAGTTCATTTAATATTGAGAGCAACTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTGATGTTTATCTAGCTCTCTAGTTGAAAAGGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL578 Psectrocladius sp. water mite diet isolate 578-BHL040517-GBD19448_21990-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CACCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGCTGTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCTTCATTAACCTTACTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5785 Chironomidae sp. water mite diet isolate 5785-BHL032417-GBD9260_16922-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTATTTCATTAAGTATAGTTATTCGAGCAAAGTTAGGACGGCCA

GGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATACTTTTATTATAATTTTTTTTTATAGTTATA

CCGATTTTAATTGGAGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCCTTCCCGCGAACAAA

TAATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KJ208847, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5786 Chironomidae sp. water mite diet isolate 5786-BHL032417-GBD21258_7929-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGATTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

GATTCCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAACAATCCCTCGAAT

AAAAAAAAAAAGGTTTTGAATACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL579 Psectrocladius sp.  water mite diet isolate 579-BHL040517-GBD6230_8912-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGCATGGTAGGCACTTCTTTAAGAATTATAATTCGAGCAAAACTCGGTCAC

GCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGTCCCCGACATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5795 Insecta sp. water mite diet isolate 5795-BHL032417-GBD18391_7312-Ldc26 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATT

TTAATTCGAGCAGAACTCGGTCACGCTGGTTCTTTAATCGGAGACGATCAAATTTACAATGTAATAGTTACCGCTCACGC

TTTTGTAATAATTTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGC

CCCTGATATAGCATTCCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCTA

TCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID MF410860, identified in GenBank 

as Pterygota sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5796 Chironomidae sp. water mite diet isolate 5796-BHL032417-GBD12190_2993-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID KR725429, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5797 Chironomus sp. water mite diet isolate 5797-BHL032417-GBD17645_7543-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGTAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATCTTAATTGGAGGATTCGGAAACTGACTTGTTCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL580 Psectrocladius sp.  water mite diet isolate 580-BHL040517-GBD27517_12646-Ldc66 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCCCGAAT

AAAAAAAATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCCAGCTCCCTAGGTGAAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5800 Chironomidae sp. water mite diet isolate 5800-BHL032417-GBD11653_21953-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACC

CTGGTTCTTTTATCGGAGAAGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGTTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCAGATATAGCATTCCCTCGAATAA

ATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5804 Diptera sp. water mite diet isolate 5804-BHL032417-GBD16450_20832-Ldc26 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATGAAGA

ATGCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGTTGATCAAATTTATAATGTATTTGTTACCCCTCA

CGCTTTTGTAATAATTTTTTTTTATAGTGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGG

AGCCCCTGATATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACT-

TTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.3% 

identical to accession ID KJ522842, identified in GenBank as 

Anopheles sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5807 Chironomidae sp. water mite diet isolate 5807-BHL032417-GBD13583_23438-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTGTATTTTATTTTTGGAGCCTGATCAGGTAGAGTAGGTATTTCTTTAAGAATTTTAATTCGAGCAGATCTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAACTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAAAAATATAAGTTATTGATTACGTCCCCCGTCATTAACATTATTAATATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5809 Chironomidae sp. water mite diet isolate 5809-BHL032417-GBD11216_6646-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAATAGGTACTTCTTTAAGAATTTTAATTCGAGAAGAACTCGGTCA

CGCTGATTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAACTTCCCCTCAAAAA

AAAAAAATAATTTTTTAATTCCTCCCCCCGCCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL581 Podocopida sp. water mite diet isolate 581-BHL072216-GBD4187_16966-Arr95 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTTTATGG

TAATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGA

ATAAATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAACAATTGGAATACTTACAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5812 Culex pipiens water mite diet isolate 5812-BHL032417-GBD28549_15485-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGGTCAAATTTATAATGTTATTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAGATTAATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTTGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACTCTACTACTTTCAAGTA

GTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5814 Chironomidae sp. water mite diet isolate 5814-BHL032417-GBD27938_19774-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAGTTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAAACTATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGAGAGCCCCTGATATAGCATACCCTCGAAA

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCGAGCTCTCGAGTTGAAAATGGAGCTGAAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL582 Chironomus riparius water mite diet isolate 582-BHL072216-GBD14492_13602-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5826 Oligochaeta sp. water mite diet isolate 5826-BHL032417-GBD27042_10017-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTAATTCTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGTATATTA

ATTCGGATTTAATTAGCTCAACCAGGATCATTCCTAGGAAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATGGCCTTCCCACGACTAAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTGGTTTCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.1% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL5828 Chironomidae sp. water mite diet isolate 5828-BHL032417-GBD7006_24032-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAA

GCTGGTTCTTTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACCGCTCACGCCTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTATTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCGTCATTAACTTTATTATTATCTAGCAGAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5829 Psectrocladius sp. water mite diet isolate 5829-BHL032417-GBD27976_9624-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTCGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGGAGCCCTGAATAAAGAATCCCCTCGAA

AAAAAAAAATAA-

TTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR761745, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5832 Chironomidae sp. water mite diet isolate 5832-BHL032417-GBD14261_19314-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATGGGGAGCCCCTAATATACCA-

CCCCAAAAAAAAAAAAAAAAATTTTTTGGATACCCCCCCCCGCCATTAACTTTATTATTATCTAACTCTCTAGTTGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.1% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5836 Chironomidae sp. water mite diet isolate 5836-BHL032417-GBD20982_21476-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGATCAAAACTAGGTCA

CGCTGGTTATTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCACTCATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCAAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5838 Chironominae sp. water mite diet isolate 5838-BHL032417-GBD10265_14149-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATGGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATCATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL584 Paratanytarsus sp.  water mite diet isolate 584-BHL072216-GBD16299_16393-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5843 Limnophyes sp. water mite diet isolate 5843-BHL032417-GBD28021_13843-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGCTTTCGGAAATTGATTAGTACCTTTAATGTTAGAGGCCCCTGATATAGCCTTCCCGCGAAT

AAATAATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTTCAATTGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR957636, identified in GenBank as 

Limnophyes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5844 Chironomidae sp. water mite diet isolate 5844-BHL032417-GBD10494_10328-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGATTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCAAGCAGAATTAGGACG

ACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCAAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID JF288072, identified in GenBank as 

Synorthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5845 Chironomidae sp. water mite diet isolate 5845-BHL032417-GBD24065_9766-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGCCA

CACTGGTTCTTTAATCGGAGATGATCAAATTTAAAATGTTATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAACCCCTGATATAGCATTCCCCCGAATA

AATAATAAAAGTTTTTGATTACTACCCTCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5846 Chironomidae sp. water mite diet isolate 5846-BHL032417-GBD26261_14811-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGATTTTGATTACGTCCCCCGACATTAACATAATAATAAGCTAGCGCTCGAGTTGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL585 Chironominae sp. water mite diet isolate 585-BHL072216-GBD19344_2501-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTAATGGAGATGACCAATTTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTCTGACATTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5859 Chironomidae sp. water mite diet isolate 5859-BHL032417-GBD16566_12456-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCCTGATCAAGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACGCTG

GTTCTCTAATCGGAGATGACCAAATTTATAACGTAATTGTAACCGCACATGCTTTTATTGTAATTTTTTTTTATAGTTATAC

CGATTTTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGCTAGGGGCCCCTGATATAGCCTTCCCGCGAATAAAT

AATATAAGATTTTGACTTCTCCCACCGTCTCTTTCTCTTCTTCTTTCTAGTTCCATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KJ208847, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5865 Chironomidae sp. water mite diet isolate 5865-BHL032417-GBD15231_26293-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGTCAC

GCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTATTTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCCCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCATCATTAACTTTATTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL587 Podocopida sp. water mite diet isolate 587-BHL072216-GBD14016_3854-Arr95 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAGTTTTTGGTGGTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGTAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTTATGGT

AATACCAATTATAATGGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAACACTTGAAATACTTCCAGAAAATGGCGCTGGAT

CAG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5875 Chironominae sp. water mite diet isolate 5875-BHL032417-GBD21271_20828-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTTATGGT

TATGCCAATTTTAATTGGAGGTTTTGAAAATTGACTTGTCCCTTTAATACTAGGAGCTTCAGATATGGCCTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTCCCCCTATCTTTAACTCTTCTTCTTTCTAATTCATTTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL588 Chironomus sp. water mite diet isolate 588-BHL072216-GBD8684_22515-Arr95 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTT

GGACGACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTT

TTATAGTTATGCCAATTTTAATTGGAGGTTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5880 Chironomidae sp. water mite diet isolate 5880-BHL032417-GBD18254_7869-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTGCCTTTAATATTGGGAGCCCCAGATATAGCATTCCCACGAA

TAAATAATATAAGATTTTAATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5882 Chironomidae sp. water mite diet isolate 5882-BHL032417-GBD12354_17260-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCAGAATTAGGTCA

CCCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATGGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCTTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5887 Chironomidae sp. water mite diet isolate 5887-BHL032417-GBD14815_13377-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTATTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAAGCGGAGCCGATCATATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCATGATATAGCATTCCCTCGAA

TAAAAAAAATAAGTTATTGATTACGTCCCCCGTCATTAACATTATTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5890 Chironominae sp. water mite diet isolate 5890-BHL032417-GBD21567_26289-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGAC

GACCTGGAACTTTTATTGGTGATGACCAAATTTACAACGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATGG

TTTTGCCAATTTTAATTGGAGGATTCGGAAACTAACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGAGTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KR287664, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5892 Chironomidae sp. water mite diet isolate 5892-BHL032417-GBD11572_9672-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAATAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGCCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGACCCCCTGATAAAGCACCCCCACAAA

AAAAAAATAAAATTTTTTAATCACCCCCCCCGCCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 90.2% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5896 Chironomidae sp. water mite diet isolate 5896-BHL032417-GBD24892_7243-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTAATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGTCA

AGCTGGTTCTTTAATCGGAGAAGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCCCCAGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCACTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL590 Chironominae sp. water mite diet isolate 590-BHL072216-GBD3742_16255-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACTTATTATTTGCTGTTTTAGCTGGTATTGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCATCCCCCTTTATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5904 Psectrocladius sp. water mite diet isolate 5904-BHL032417-GBD25225_22985-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTAAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGTAGGGTTGGGAAATTGATTAGTTCCTTTAATATTGGGAGGCCCTGATATAGCATTCCCTCGAA

TAAACAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTACAATTAGCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5905 Chironomus sp. water mite diet isolate 5905-BHL032417-GBD13437_12390-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATTTTATTTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGCCCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTGTAA

TTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGATTAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL5911 Chironomus sp. water mite diet isolate 5911-BHL032417-GBD4737_10559-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTACACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAAAATT

AGGACTACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTTC

CTCGAATAAATAATACAAGATTCTGACTTTTACCCCCTTCTCTTACTCTTCTTCTATCTAGATCTATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5912 Chironomidae sp. water mite diet isolate 5912-BHL032417-GBD5331_13995-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTGTATTTTATTTTTGGAGCCTGATACGGTATAGTATGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACACTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATGCCCTCGAA

GAAAAAAAAAAAGTTATTGATTACGTCCCCCGTCATTAACTTTATTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5914 Chironomidae sp. water mite diet isolate 5914-BHL032417-GBD14015_6906-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAATTCGGTAA

CGCTGGTTATTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTTATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTACCCCCGTCATTAACTTTATTATTATCTAGCTCAATAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5917 Chironomidae sp. water mite diet isolate 5917-BHL032417-GBD15547_22559-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGGACCCCTGGAAAAACCTTTCCCCCAA

AAAAAAATAAAAATTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5919 Chironomus sp. water mite diet isolate 5919-BHL032417-GBD5827_11847-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTATATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCAGGAACTTTCCTTGGAGATGACCAAATTTATAATGTAGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTAACTTGTCCCCTTAATACTTGGAGCACCTGATATAGCATTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTTCCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5922 Chironominae sp. water mite diet isolate 5922-BHL032417-GBD23368_6309-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGGACTTCTTTAAGTATGCTAATTCGAGCAGACCTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAACATAATTGGTACAGCACACGCGTTTATTATAATTTTTTTTTATGGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAAA

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTAATTTCAAATTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5925 Chironomidae sp. water mite diet isolate 5925-BHL032417-GBD14057_6508-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTAATCAGGTATAGTCGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTCGATTACTTCCCCCGTCATTAACCTTATTATTATCAAGCACACTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5927 Chironomidae sp. water mite diet isolate 5927-BHL032417-GBD24915_17413-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTAGGACAT

GCTGGTTCTTTAATCGGAAATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATCATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTGCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL593 Podocopida sp. water mite diet isolate 593-BHL072216-GBD5522_7434-Arr95 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGGTATGATAGGAACAGCCTTAAGAGTACTTATTCGAGCTGAGTTCGGGCAA

CCTGGGACACTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTTATAGT

AATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAACTGGAAGACTAGCAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5934 Chironomidae sp. water mite diet isolate 5934-BHL032417-GBD6158_9644-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGTAGAATTCGGTCAC

GCTGGTTCTTTATTCGGAAACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATATTTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACCTTATTATTATCTAGCGCACTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5936 Chironomidae sp. water mite diet isolate 5936-BHL032417-GBD14620_28684-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGTAGAACTCGGACAA

GCTGGATCTTTCATCGGAGACGATCAACTTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCTCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5937 Psectrocladius sp. water mite diet isolate 5937-BHL032417-GBD26127_15286-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGCACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTAGAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAAAAATATAAGTAATTGATTACTACCCCCGTCATTAACATGAGAATTATCTAGCTCTCTAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL595 Podocopida sp. water mite diet isolate 595-BHL072216-GBD24121_19679-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTATAAACGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAAATAAAGCATTTCCCCGAAA

AAATAAAATAAGATTTTGATTACTTCCCCCCATCCTTAACCTTATTAACAACTGGAACACTTACAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5970 Chironomidae sp. water mite diet isolate 5970-BHL032417-GBD25217_7115-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGCTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCACTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCGATATTAATTGGGGGTTTCGGAAATTGATTAGTACCTTTAATGTTAGGGGCCCCTGATATAGCATTCCCTCGAGT

AAATAATATAAGTTTTTGATTACTT-

CCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5977 Chironomidae sp. water mite diet isolate 5977-BHL032417-GBD2520_11095-Ldc26 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATAAGAATTTTGGAGACTGATAAGGTATAGTAGGTACTTCATGAAGAATTTTAATTCGAGAAGAACTCGGTC

ACGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGT

GATACCTAGTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCCTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL598 Podocopida sp. water mite diet isolate 598-BHL072216-GBD18513_24306-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACATCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAAC

CTGGGTCCCTGATTGGGAATGATCAAATTTATAACACAATTGTTACTGCCCATGCTTTTATTATAATTTTTTTTTATGGTAA

TACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCCCCAGATATAGCGTTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCATTAACCTTATTAACAACTGGAACACTAACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5989 Amphichaeta raptisae water mite diet isolate 5989-BHL032417-GBD23876_20421-Ldc27 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAAAGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTT

TAGGAAAAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL599 Chironomidae sp.  water mite diet isolate 599-BHL072216-GBD16016_18178-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GATCCGGAACTTTCATTGGTGACGAACAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTACCCCAGTA

TAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5990 Lebertia sp. water mite diet isolate 5990-BHL032417-GBD24621_20919-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAACTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAGCTGATTAGTTCCACTAATAATAAGAGCCCCAGATATAGCATTTCCACGA

ATAAATAAAATAAGATTTTGACTTCTTCCTCCCTCCTTCCTTAACTCTACTTCTATCAAGATCCATTACAGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5991 Chironomus sp. water mite diet isolate 5991-BHL032417-GBD8814_18215-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTCATTCGAGGAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACCGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGATGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTCC

TCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5993 Lebertia sp.  water mite diet isolate 5993-BHL032417-GBD24082_24892-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAATTTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTTTCATA

GTAATACCAATAATAATTGGAGGTTTTGGAATCTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL5995 Chironominae sp. water mite diet isolate 5995-BHL032417-GBD19444_7696-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGTATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGAAATAGCATTTCCTCG

AATAAAAAATATAAGAGTCTGATTACTTACCCCTTCTTTATCCCTTCTACTTTCTAGTTCAATTGTAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL5997 Chironomidae sp. water mite diet isolate 5997-BHL032417-GBD21286_11917-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCTTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR647156, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL600 Chironominae sp.  water mite diet isolate 600-BHL072216-GBD17876_8632-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTTTAATAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTCTCACAGCACACGCTGTTATTATAATTTTTTTTTATAGAT

ATGCCAATTTTAAATGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTGTCCCTCGAAT

AAATAATATAAGTTTTAGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6000 Chironominae sp. water mite diet isolate 6000-BHL032417-GBD19092_6779-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATAGTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTATTATTATAATTTTTTTCAT

AGTTATACCCATTTTAAATTGGAGGATTTGGAAATTGATTGGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCACCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGAAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6001 Lebertia sp. water mite diet isolate 6001-BHL032417-GBD27000_18851-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

ATCCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6003 Chironominae sp. water mite diet isolate 6003-BHL032417-GBD24768_15075-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTCTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAACATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTTCTTCTATCTAGTACAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6004 Chironominae sp. water mite diet isolate 6004-BHL032417-GBD16933_29051-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTCACGATCAAATTTATAATGTTATCGTAACAGCTCATGCTTTTATTATAATTTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTCGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCTCCCTTCTTTATCTCTACTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6005 Chironomidae sp. water mite diet isolate 6005-BHL032417-GBD7433_26097-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGA

ATGCTTATTCGAGGAGAAATAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCAC

ATGCTTTTATTATAATTTTTTTTCATAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAG

GAGCACCAGATATAGCATTTCCTCGAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAG

TTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.8% 

identical to accession ID GU944724, identified in GenBank 

as Chironomus circumdatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL6006 Chironominae sp. water mite diet isolate 6006-BHL032417-GBD4436_18842-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATC

CTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGAGTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6007 Chironominae sp. water mite diet isolate 6007-BHL032417-GBD17726_3832-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAAAATTCTAATTCGAGCAAAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCTAATTTATAATGTTATTGTAGCAGCTCATGCTTTTATTATAATTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACCTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

CCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6008 Chironominae sp. water mite diet isolate 6008-BHL032417-GBD21376_22441-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGGAC

ATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACACTACTTCTTTCTAGTTCTATTGTAGAAAATGGGGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6009 Chironominae sp. water mite diet isolate 6009-BHL032417-GBD23879_5839-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCCTGATCAGGACTAGTTGGAACTTCTTTAAGAATTCTAATTAGAGCAGAATTAG

GACATCCTGGAACTTTTAATGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTCTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AAAAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6010 Chironominae sp. water mite diet isolate 6010-BHL032417-GBD13101_22779-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCCTGATCCGGAATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCGGAATTA

GGACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAACTTGACTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6011 Chironominae sp. water mite diet isolate 6011-BHL032417-GBD24253_6469-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGATTTCTAATTCGAGCAAAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAACTCATGCTTTTATTATAATTTTTTTACAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGGTATAGCATTTCCTCG

AATAAAAAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6013 Chironominae sp. water mite diet isolate 6013-BHL032417-GBD23564_21753-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTTTTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTTATTGTTGACGACCAAATTTATAATGTTATTGTAACAGCTAATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTAGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATAAAAGATTCTGATTACTTCCCCCTTCTTTATCTCTACTTCTTTCTAGATCTATTGTAGAAAATGGAGCTGGA

GCAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6014 Chironomidae sp. water mite diet isolate 6014-BHL032417-GBD27432_11390-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTCCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAGATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCATCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6015 Chironominae sp. water mite diet isolate 6015-BHL032417-GBD18120_8447-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCCTGTTCAGGAATAGTTGGAACTTCTTTAAAAATTCTATTTCGAGCGGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCACATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAATACTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6017 Chironominae sp. water mite diet isolate 6017-BHL032417-GBD21619_18619-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGAC

ATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAATAGCTCATGCTTTTATTATAATTTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCATTATCTCTACTTCTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6018 Chironominae sp. water mite diet isolate 6018-BHL032417-GBD15788_15520-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAATTTTTATTGGTGACGACCAAATTTATAACGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTTC

ATAGTTATACCCATTTTAATTAGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCT

CGGATAAATAATATAAGATTCTGATTACTTCCCCCTTTTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6019 Chironominae sp. water mite diet isolate 6019-BHL032417-GBD18847_23230-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGTACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGTACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACGGCTCATGCTTTTATTATAATTTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTACGACTATCTAATTCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6020 Chironomus sp. water mite diet isolate 6020-BHL032417-GBD19236_17843-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAA

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATCTAAAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTT

TCATAATTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6021 Chironomus sp. water mite diet isolate 6021-BHL032417-GBD22307_26783-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAA

TAGGACGACCCAGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTT

CACAGTTATAACAGTTTTAAATGGAGATGTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTATAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6022 Chironominae sp.  water mite diet isolate 6022-BHL032417-GBD24688_16292-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGAGACGACCACATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTTC

ATAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCT

CGAGTAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTATCTCTTCTACTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6023 Chironominae sp. water mite diet isolate 6023-BHL032417-GBD25755_16626-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCATA

GTTATACCCAATTTAATTGTAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATCCTGATTACTTCCCCCTTCTATAACTCTACTTCTTTCTAGTACTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6024 Chironomus sp. water mite diet isolate 6024-BHL032417-GBD18999_27666-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGGGCTTGATCCGGAATTCTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAGTTTTAAATGTAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6025 Chironominae sp. water mite diet isolate 6025-BHL032417-GBD12429_23743-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTATTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTATTATATTAGGAACACCAGATATAGCATTTCCT

CGAATAAATAATATAAGATTCTGATTATTTCCCCCTTCTTTATCTCTTCTTCTTTCTGGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6026 Chironominae sp. water mite diet isolate 6026-BHL032417-GBD15078_27145-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGATCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGTATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCACTGCTTCATTCTAGTTCTCTTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6027 Chironominae sp. water mite diet isolate 6027-BHL032417-GBD23732_6702-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAAATTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCAACAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTGATCTCGTCGTCGGTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6028 Paratanytarsus sp.  water mite diet isolate 6028-BHL032417-GBD18982_22671-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTGTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6029 Chironominae sp. water mite diet isolate 6029-BHL032417-GBD17428_2569-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGGATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGTAACTTTAATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTTCTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

ACCAG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6030 Chironominae sp. water mite diet isolate 6030-BHL032417-GBD27157_14012-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACACTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTAATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTTTGATTACTTCCCCCTGCTTTATCTCTTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6031 Chironominae sp. water mite diet isolate 6031-BHL032417-GBD6164_21474-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTATTGGAGCCTGATAAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCATA

GTTATACCCTTTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTACTTCTTTCTAGTACTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6032 Chironominae sp. water mite diet isolate 6032-BHL032417-GBD5500_16876-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGCTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTCCTC

GAATAAATGGTATAAGTTTCTGACTTTTACCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6033 Chironominae sp. water mite diet isolate 6033-BHL032417-GBD25346_13336-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAAATGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCAC

GAATAAAAAAAATAAGATTCTGATCACTTCCCCCTTCATTAACTCTTCTTCTTTCCTAGTACTATAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6035 Chironominae sp. water mite diet isolate 6035-BHL032417-GBD19996_16049-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCGTTATCTCTTCTTCTAGCTAGTGCTATAGTAGAAAATGGAGCTG

AAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6037 Chironominae sp. water mite diet isolate 6037-BHL032417-GBD18537_23459-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTGTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTGGGA

CATCCTGGAACTTTTATTGGTGACGAACAAATTTATAATGTTATTGTAACAGCTCATGTTTTTATTATAATTTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTACTATCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6038 Chironomus sp. water mite diet isolate 6038-BHL032417-GBD11896_13275-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTAACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGAATTTTACCCCCCACTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6040 Lebertia sp. water mite diet isolate 6040-BHL032417-GBD15729_20447-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGAATAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGGAAACTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAGGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6041 Chironominae sp. water mite diet isolate 6041-BHL032417-GBD14440_6000-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATGCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCGCCTGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTCGTTCTATTGTAGAAAATGGCGCTGG

AAC

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6042 Chironominae sp. water mite diet isolate 6042-BHL032417-GBD2124_13534-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTCG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGGTATACCCATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCCTCTTTCTAGTCCCATTGTAGAAAAAGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6043 Chironominae sp. water mite diet isolate 6043-BHL032417-GBD23144_13579-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGATCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTACTTTAACACATCATCAAGCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6044 Chironominae sp. water mite diet isolate 6044-BHL032417-GBD29168_12442-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GATATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTTCTCTTATATTAGGAGCACCAGATATAGCATTTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTACTTTATCTCTGCTACTTTCTAATACTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6045 Hydrachnidiae sp. water mite diet isolate 6045-BHL032417-GBD13982_10107-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCTA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6046 Chironominae sp. water mite diet isolate 6046-BHL032417-GBD28963_13953-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAAGATAAGATTCTGATTACTTCCCCCGTCGTTAACTCTTCTTCTTTCGAGGTCGATTATAGAAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6048 Chironominae sp. water mite diet isolate 6048-BHL032417-GBD12113_21932-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTTATCAGGAATAGTTGGAACTTCTTTAAGAATTCTTATTCGAGCAGAATTAGG

ACATCCTGGAACTTCTATTGGTGACTACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAAATGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6050 Chironominae sp. water mite diet isolate 6050-BHL032417-GBD24509_20765-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGACTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATACAGCATTTCCTC

GAATAAATAATTTAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTAG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6051 Lebertia sp. water mite diet isolate 6051-BHL032417-GBD20698_18107-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCCTGATCAGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACAACCAGG

CTCACTCCTAGGAAGTGACCAATTTTACAATACAATTGTAACTACTCATGCTTTCGTTATAATTTTTTTTCATAGTAATACC

AATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGTCCCAGATATAGCTTTTCCACGAATAAATA

ATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6052 Chironominae sp. water mite diet isolate 6052-BHL032417-GBD15483_2843-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATGATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATGAG

GACATCCTGTAACTTTTATTGGTTACGACCTAAATTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6054 Chironominae sp. water mite diet isolate 6054-BHL032417-GBD17974_9869-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACACTTTATCTTATTTTCGGAGCTCGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTCCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCCT

CGAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6056 Chironominae sp. water mite diet isolate 6056-BHL032417-GBD29448_17324-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGTTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAATTTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTTTCCT

CGAATAAATAATATAAGATTCTGATGACTTCCCCCTTCTTTATCTCATCTGCTTTCTAGTTCTATTATAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6057 Chironominae sp. water mite diet isolate 6057-BHL032417-GBD23577_8305-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTGATTCGATCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCTCTTCTTTAGCTCTTCTTGTTTCTAATTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6059 Chironomidae sp. water mite diet isolate 6059-BHL032417-GBD15626_8745-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCATTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTATATCTCTTCTTCTT-

TCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6061 Chironominae sp. water mite diet isolate 6061-BHL032417-GBD18482_26938-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATATTTGGAACTTCTTTAAGTATTTTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGTACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCATCTTTGACTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6063 Chironominae sp. water mite diet isolate 6063-BHL032417-GBD29047_17660-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCATGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCTGAATTAG

GACATCCTGGAACTTTTATTGGTAAAGACCAAATTTATAATGTTATTGTAACAGCTCGTGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTGCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6064 Chironomus sp. water mite diet isolate 6064-BHL032417-GBD28021_13883-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGAGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTCTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAAAAAATAGTATAAGGTTCTGACTTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6065 Chironominae sp. water mite diet isolate 6065-BHL032417-GBD4094_12049-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGTAACCTTTATTGGTGACTACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATAGAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCCTTATCTCTTCTTCTTTTCTAGTGCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6066 Chironominae sp. water mite diet isolate 6066-BHL032417-GBD23303_8214-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGATTTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAAATTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGGGATTGATTTGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACATCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6067 Chironominae sp. water mite diet isolate 6067-BHL032417-GBD24145_9969-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGATTTCTAATTCGAGTAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCAT

ATTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCACG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTTCTTCTTTCTAGTTCTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6070 Chironominae sp. water mite diet isolate 6070-BHL032417-GBD3768_19162-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

CCTGGAACTTTTATAGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTCTGATTACTACCACCTTCTTTAACTCTACTTCTTTCTAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6071 Chironominae sp. water mite diet isolate 6071-BHL032417-GBD6934_18842-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTATA

GTTATACCCATTTTAATTGGAGGATTTTGGAAATTGATTAGTTCCTCTTATATTAAGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCCTCTTCTTTCTAGTTCCATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6072 Chironominae sp. water mite diet isolate 6072-BHL032417-GBD5175_17412-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCTGAATTAGGTCAT

CCTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTCATAGTT

ATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATA

AATAACATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6073 Chironominae sp. water mite diet isolate 6073-BHL032417-GBD29581_16808-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATAAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGTAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATGCCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACGGGAGGACTTGCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6074 Chironominae sp. water mite diet isolate 6074-BHL032417-GBD23906_23677-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAAATCTAACTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACATCCCCCTTCTTTATCGCTACTACTATCTAGTTCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6076 Chironominae sp. water mite diet isolate 6076-BHL032417-GBD2219_14264-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTAGAATTAGGA

CATCCCGGAACTTTTATTGGTGACGACCAAATTTAAAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTCCTTTCTAGATCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6077 Chironominae sp. water mite diet isolate 6077-BHL032417-GBD27058_17760-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTGTATTTTATTTTTGGAGCCTTATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGTTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCATCTTCTTTCTAGTTCTTTTGTAGAAAATGGAGCTGG

AACA

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6079 Chironominae sp. water mite diet isolate 6079-BHL032417-GBD20056_4709-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACGTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGTACTTTTATTGGTGACGACCAAAATTATAATGTTATTGTGACAGCTCATACTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGCGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL608 Chironominae sp.  water mite diet isolate 608-BHL072216-GBD22494_12710-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGATAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCCTCGAAT

AAATAATACAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTATTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6080 Chironominae sp. water mite diet isolate 6080-BHL032417-GBD12451_23475-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTCG

GACATCCTGGAACTTTTATTGGTGACGACGAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGAGCACCAGATACAGCATTTCCTCG

AATAAATAATATAAGAGTCTGATTACTTCCCGCTTCCTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6081 Chironominae sp. water mite diet isolate 6081-BHL032417-GBD24411_6870-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAACTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTCATTGGAAGATTTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCATCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTACGTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6082 Chironominae sp. water mite diet isolate 6082-BHL032417-GBD27142_18147-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGAAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTCACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCTCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6084 Chironomus sp. water mite diet isolate 6084-BHL032417-GBD2715_20264-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAAATGACCAACTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTT

CCTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCTCTCTCTTACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6085 Chironominae sp. water mite diet isolate 6085-BHL032417-GBD3979_8285-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGTTTGATCAGGAATAGTTGGAATTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GCCATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTAGTGTAACAGCTCTTGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6086 Chironominae sp. water mite diet isolate 6086-BHL032417-GBD28852_15998-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGA

CATCCTGGAACCTTTATTGGTGACGAACAAATTTATAATGTTATTGTAACAACTCATGCTTTTATTATAAATTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTTGGAAATTGATTAGTTCCTCTGATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6089 Chironominae sp. water mite diet isolate 6089-BHL032417-GBD17976_25291-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTAAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGTACTTTTATTGGTGACGGCCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTTGGAAATTGATTAGTTCTTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAGTATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTATCTAGTTCTATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6090 Chironominae sp. water mite diet isolate 6090-BHL032417-GBD19518_26726-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGAAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGTACTTTTATTGGTAACGAACAAATTTATAATGTTATTGTAACAGCTCATGCTTCTATTATAATTTTTTTTCA

TAGGTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6091 Chironominae sp. water mite diet isolate 6091-BHL032417-GBD21887_16124-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCAC

GAATAAATAATATAAGATTCTGATTACTACCCCCATCTTTAACTCTTTTTCTTTCTAGTACAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6092 Chironominae sp. water mite diet isolate 6092-BHL032417-GBD21383_16561-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTT

TATAGTTATACCAATCTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCC

TCGAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTCCTAATTCTATTGTCGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6095 Chironominae sp. water mite diet isolate 6095-BHL032417-GBD10508_22708-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTTATTCGGGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGAACAAATTTATGATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6096 Chironominae sp. water mite diet isolate 6096-BHL032417-GBD13517_25154-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGG

ACCTCCTGGATCTTTTATTGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCAATTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCGCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6097 Chironominae sp. water mite diet isolate 6097-BHL032417-GBD9348_13193-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGAGAAGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATAATAGGAGCACCAGATATAGCATTTTCCTC

GAATAAATAATATAAGATTCTGATTACTACCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6098 Chironominae sp. water mite diet isolate 6098-BHL032417-GBD25848_13258-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATATTTTTTTTCATAG

TTATACCCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACGTCCCCCTTCTTTAGCACTACTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6100 Chironominae sp. water mite diet isolate 6100-BHL032417-GBD25243_5731-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGGATATTTGGAACTTCTTTAAGTATTCTAATTCGAGCAAAATTAGG

ACATCCTGGAATTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCCC

GAATAAATAATATAAGATTCTGACTACTTCCCCCGTCTTTATCTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6101 Chironominae sp. water mite diet isolate 6101-BHL032417-GBD19845_22766-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCCGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAAA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCACGA

ATAAATAATATAAGATTCTGATTACTACCCCCATCTTTAACTCTACTACTTTCTAATTCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6102 Phaenopsectra sp.  water mite diet isolate 6102-BHL032417-GBD7348_15223-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGTGCCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATATTTACATCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6105 Chironominae sp. water mite diet isolate 6105-BHL032417-GBD7872_22335-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATACTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTTTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCATCTTATACTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAGCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6106 Chironominae sp. water mite diet isolate 6106-BHL032417-GBD21457_14570-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGATGGCCAAAATTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATGTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTCCTAGTTCTATTGCAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6107 Chironominae sp. water mite diet isolate 6107-BHL032417-GBD14575_16977-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACATCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAGTAATATAAGATTCTGATTACTTCCCCCCTTCTTTATCTCTTATTCCTTCTAATTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6110 Lebertia sp. water mite diet isolate 6110-BHL032417-GBD18691_18060-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCTTAATTCGACTTGAATTAGGACA

ACCAGACTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCTAGATATAGCTTTTCCACGA

ATAAATAATATAAGAATTTGACTTCCTACCCCATCCTTAACTCTACTTCTATCAAGATCCTGTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6112 Chironomus sp. water mite diet isolate 6112-BHL032417-GBD11148_23881-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGTATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTGGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAGACTGAATTGTCCCCCTTAATACTTGGAGCACTTGACATGGCTTTT

CCTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6114 Chironominae sp.  water mite diet isolate 6114-BHL032417-GBD18064_23985-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGAAGATCAAATTTATATTGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGAGTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6115 Chironominae sp. water mite diet isolate 6115-BHL032417-GBD8748_24358-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGATTTCTAATTCGAGCAGAATTAGG

GCATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATCGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTGCTTTAGCTCTACTTCTGTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6117 Chironominae sp. water mite diet isolate 6117-BHL032417-GBD8512_8546-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAAATCTAATTCGAGCAGAATTAG

GACATCCTGGAGCTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAACTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGACTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTCCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCCCTTCTTCTTTCTAGTTCTACTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6118 Chironomidae sp.  water mite diet isolate 6118-BHL032417-GBD20663_27673-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTCTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTAACATTTATCAAGAGCAAGAGTAGAAAGTGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6119 Chironominae sp. water mite diet isolate 6119-BHL032417-GBD17609_14914-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6121 Chironominae sp. water mite diet isolate 6121-BHL032417-GBD7717_14393-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATCGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCATCAGATATAGCATTTCCTCG

AATAAAAAAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTTTTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6130 Chironominae sp. water mite diet isolate 6130-BHL032417-GBD13444_2748-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTTGAACTTTTATTGGTGACGACCAAACTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTACTCTTATATTAGGAGCACAAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTCCTATCGTAGAAAATGGAGCTGG

ACCAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6131 Chironominae sp. water mite diet isolate 6131-BHL032417-GBD18006_11375-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACCTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTATTTCGAGCAGAATTAGG

ACATCCTGTAACTTTTATTGGTGACGACGAAATTTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATGTGGAAATTGATTAGTTCCTCTTATATTAAGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6132 Chironominae sp. water mite diet isolate 6132-BHL032417-GBD14541_1862-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACTAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCATTAACACTACTACTATCTAGTACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6135 Chironomus sp. water mite diet isolate 6135-BHL032417-GBD6570_10543-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAATAATGCTTATTTGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATATTGTAGTTACTGCACATGCCTTTATTATAAATTTTTT

TCATAGTTATACCAGTTTTAATTTGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6136 Chironominae sp. water mite diet isolate 6136-BHL032417-GBD10291_12962-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGATCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAATTTTATAATGTTATTGTAACAACTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTTGGAAATTGATTAGGTCTTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTACAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6138 Orthocladius sp.  water mite diet isolate 6138-BHL032417-GBD24119_18714-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAGTTAGGACA

TGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTTTATGG

TTATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTCTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6139 Chironominae sp. water mite diet isolate 6139-BHL032417-GBD3647_20143-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGGGCCTGATCAGGAATAGTCGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACACCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTATCTAGTACAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6140 Chironominae sp.  water mite diet isolate 6140-BHL032417-GBD15034_3156-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGGACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCACTTTAATTGGAGGATCTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTATTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6142 Chironominae sp. water mite diet isolate 6142-BHL032417-GBD12214_24620-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATACTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTAATGCTCATGCTTTTATTATAATTTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCGTCATTATCTCTACTTCTATCTAGCTCTATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6145 Chironominae sp. water mite diet isolate 6145-BHL032417-GBD5013_13823-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCCTGATCAGGATTAGTTGGAACTCCTTTAAGATTTCTATTTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAATTTTATAATGTTATTGTAACAGCTCATGCTTTTATTATATTTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCTTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCTCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6146 Chironominae sp. water mite diet isolate 6146-BHL032417-GBD6863_24471-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGTAACTTCTCTAAGAATCTTAATCCTAACGGAATTAGGTCATT

CTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCACCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATAGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6148 Chironominae sp. water mite diet isolate 6148-BHL032417-GBD22928_18442-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAGCTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCAATTTTAATTGGAGGATTTGGAAATTGATAAGTTCATCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCTCTTCTTTATCTCTTCTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6149 Chironominae sp. water mite diet isolate 6149-BHL032417-GBD28767_17124-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAAG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATGATATAAGATTCTGATTACTTCCCCCTTCATTATCTCTTCTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6150 Chironominae sp. water mite diet isolate 6150-BHL032417-GBD23652_12510-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGTGCAGAATTAGG

TCACCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCAATTTTAATTGGAGGATTTGGAGATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCCATCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6152 Chironomidae sp. water mite diet isolate 6152-BHL032417-GBD17552_21124-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTCCTTTAATCGGAGACGAGCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGACTACTTCCCCCGTCATTAACTTTATTATTATCTAGCACAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6153 Chironominae sp. water mite diet isolate 6153-BHL032417-GBD3585_19127-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTTCGAGCAGAATTA

GGACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAACTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAACATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6154 Chironominae sp.  water mite diet isolate 6154-BHL032417-GBD14642_26793-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGAAACTTCTTTAAGAATTCTAGTTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AATTATACCCATTTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCATCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTCCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6155 Chironominae sp. water mite diet isolate 6155-BHL032417-GBD22204_7274-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGATCTTTTATTGGTGACGAACAAATTTATAATGTTATTGTAACAGGTCATGCTTTTATTATAATTTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTCCCTCGA

ATAAATAATATAAGGTTCTGATTACTTCCCCCGTCATTATCTCTACTACTATCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6157 Chironominae sp.  water mite diet isolate 6157-BHL032417-GBD20493_5487-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAGCTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCACTTCCTC

GAATAAATAATATAAGATTCTAACTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6159 Chironomidae sp. water mite diet isolate 6159-BHL032417-GBD7120_17285-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAATAATTCTAATTCGAGCAGAATTAGGACA

TGCGTGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGTTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATTGGAGGATTTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL616 Podocopida sp. water mite diet isolate 616-BHL072216-GBD29362_17948-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGAGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTACTTATTCGAGCTGATCTCGGACAA

ACTGGGTCCCTGATTGGGAATGATCAAATTTATAACACAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAAAAAGTGGAAGACTTACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6161 Chironominae sp. water mite diet isolate 6161-BHL032417-GBD9933_18272-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTTGGTACTTCTTTAAGTATTCTAATTCGAGCAGAATTTGG

ACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCATCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGTTTACTTCCCCCTTCTTTAACTCTTCCTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6164 Chironominae sp. water mite diet isolate 6164-BHL032417-GBD23359_10922-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTAGGAC

ATCCTGGAACTTTCATTGGTGACGTCCAAATTTATAATTTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCATAG

TGATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTATTTCCCCCTTCTTTATCTCTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6166 Culex pipiens water mite diet isolate 6166-BHL032417-GBD8054_15386-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAAGGTTATTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTAAATGTTAGG

AGCTCCTGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTATCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6167 Chironominae sp. water mite diet isolate 6167-BHL032417-GBD15050_7985-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCGGGAATAATTGGCACTTCCTTAAGTATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCATTAACCCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6168 Chironominae sp. water mite diet isolate 6168-BHL032417-GBD13410_13434-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTAAATTGGAGGATTTGGAAATTGATCAGTTCCTCTTATATTAGGAGCACTAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGAATACTTCCCCCTTCTCTATCTCTTCTTCTTTCTAGTTCCATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6172 Chironominae sp. water mite diet isolate 6172-BHL032417-GBD24754_21721-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTAATCAGGAATAGTTGAAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAGG

ACATCCTGGAACTTTAATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCAT

AGTTATACCCATTTTATTAGGAGGATTTGGAAATTGATTAGTTCATCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6176 Chironominae sp. water mite diet isolate 6176-BHL032417-GBD17418_13717-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCAAGCAGAATTAG

GACACCCTGGAACTTTTATAGGTGACGTCCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCAGATTACTTCCCCCTTCTTTATCTCTTCTTCATTCTAGTTCTATTATAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6177 Chironominae sp. water mite diet isolate 6177-BHL032417-GBD22271_25957-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GAAATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCCTGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTAGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCATCTACATAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6179 Chironominae sp. water mite diet isolate 6179-BHL032417-GBD20283_9924-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACACTTTATTTTATTTTCGGAGCTTGAACAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAG

GACATGCAGGCTCGTTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTT

ATAGTTATACCAATCTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCT

CGAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATAGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL618 Podocopida sp. water mite diet isolate 618-BHL072216-GBD25362_24573-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTGTACCTAATTTTTGGGGCTTGATCTGCTATGCTAGGAGCAGCCTTAAGAGTAATTATTCGAGCTGATCTCGGGCAA

CCGGGGGCCATGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTTATGGT

AATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGACACCAGATATAGCGTTTCCTCGAA

TAAATAATAAAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAACAACTGGAACACTTACAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6182 Chironominae sp. water mite diet isolate 6182-BHL032417-GBD25719_6468-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCATA

GTTATACCCATTTTATTTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGC

ATAAATAATATAAGATTCTGATTACTTCCCCATGCTTTATAACTACTTCTTTCTAATTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6183 Chironominae sp. water mite diet isolate 6183-BHL032417-GBD15129_25726-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCCTGCTCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACATTTATTGGTGACGACCAAATTTATAATGTTATCGTAACAGCTCATGCTTTTATTATAATTTTTTCCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCATCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTAATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6186 Chironominae sp. water mite diet isolate 6186-BHL032417-GBD23889_15090-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATATTAATTGGAGGATTTGGAAATTAATTAGTTCCTCTTATATTAGGAGCACCAGATATAACATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTACTACTTTCTAGTGCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6188 Chironominae sp. water mite diet isolate 6188-BHL032417-GBD7583_26429-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACCTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTTGGAACTTCTTTAAGACTTCTACTTCGAGCAGCATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6189 Chironomidae sp. water mite diet isolate 6189-BHL032417-GBD26571_18320-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATTCAGGCTCATTAATGGGAGACGATCAAATTTATAATGTAATTGTTACGACTCATGCTTTTGTAATAATTTTTTTTTTTAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAAAAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL619 Podocopida sp. water mite diet isolate 619-BHL072216-GBD19547_4183-Arr95 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACATCCTTAAGAGTAATTATTCGAGCTGAGTTCGGTCAAC

CTGGGTCCTTGATTGGGAATGATCAAATTTATAACACAATTGTTACTGCCCATGCATTTATTATAATTTTTTTTTATGGTAA

TACCAATTATAATGGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCATTAACCTTATTAACAACTGAAACACTTGCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6190 Chironominae sp. water mite diet isolate 6190-BHL032417-GBD24487_7443-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATACTTTTATTATAATTTTTTTTCA

TAATTATACCCAATTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTATGAGAACCAGATATAGCATTTCCTC

GAATAAAAAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6197 Chironominae sp. water mite diet isolate 6197-BHL032417-GBD23438_14450-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATTTTTTATTTTTGGAGCCTGATCAGGAATAATTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAACTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTTGGAAATTGATTAGATCCTCTTATATTATAAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6198 Chironomidae sp. water mite diet isolate 6198-BHL032417-GBD15009_4423-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTTGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCCTTCGTTATAATTTTTTTCATAG

TAATACCGATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTAATTCTATCAAGTTCCTTTACCGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.1% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6199 Chironominae sp. water mite diet isolate 6199-BHL032417-GBD14451_3028-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCGTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCATTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAATTTGATTAGTTCCTTTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAACAATATAAGATTCTGATTACTTCCCCCTTCATTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6200 Lebertia sp. water mite diet isolate 6200-BHL032417-GBD19892_25372-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGTATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTTCACTAATAATCAGAGCCCCAGATATAGCCTTTCCACGA

AAAAATAATATAAGATTTTGACTTCTTCCCCCATCCTTAACCCTACTTCTAACAAGTCCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6202 Chironomidae sp. water mite diet isolate 6202-BHL032417-GBD3246_9737-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCATTAAGAATTTTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTGCCACGA

ATAAATAAAATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6204 Chironomus sp. water mite diet isolate 6204-BHL032417-GBD7661_25131-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACCTCATTGAGAATGCTTATTCGAGCAGGAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATATCAGTTTTAAATGTAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACAATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTATTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL621 Chironominae sp. water mite diet isolate 621-BHL072216-GBD25696_10829-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTAGATACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTCATTATAATTTTTTTTTATA

GTTATGCCAATTTTATTTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACTTTTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6212 Chironominae sp. water mite diet isolate 6212-BHL032417-GBD3263_20195-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGACTTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTGATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTGCTTCCCCCTTCTTTATCTCTACTACTTTCTAGTTCTTTTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6213 Chironominae sp. water mite diet isolate 6213-BHL032417-GBD28829_18967-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTTGGTGCCTGCTCAGGATTAGTTGGAACTTCTTTAAGATTTCTAATTCGATCTGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6214 Drosophila sp. water mite diet isolate 6214-BHL032417-GBD21248_4014-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAAT

GCTTATTCGAGCAGAAATAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATG

CTTTTATTATAATTTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAG

CCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCGAGAAG

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID AY750090, identified in GenBank as 

Drosophila lacertosa. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6215 Chironominae sp. water mite diet isolate 6215-BHL032417-GBD24450_20542-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAG

GACATGCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTAATGTAACAGATCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6216 Chironomidae sp.  water mite diet isolate 6216-BHL032417-GBD26022_8718-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGAAGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATGATCTAACTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6218 Chironominae sp. water mite diet isolate 6218-BHL032417-GBD10241_10031-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATCTTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAAATTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTATTTGGAGGATTTGGAAATTGATTAGTTCCTCTAATTTTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACA

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL622 Podocopida sp. water mite diet isolate 622-BHL072216-GBD5381_19337-Arr95 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACATCCTTAAGAGTAATTATTCGAGCTAAGCTCGGGCAAC

CTGGGGCCCTTATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTTATGGTA

ATACCAATTATAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATAATAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGAATTCTTCCCCCATCCTTAACCTTATTAACAACTGGAATACTTGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6220 Chironominae sp. water mite diet isolate 6220-BHL032417-GBD18049_11381-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTTTATTTTATTTTTGGAGTCTGATCAGGAATAGTTGGCACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACCTTTATTGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTATCTCTTCTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6223 Chironominae sp. water mite diet isolate 6223-BHL032417-GBD27166_17436-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATCGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATTTAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCCTCTTCTTGCTAATTCTATTGTAGAAAATGGAGCTGA

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6224 Chironominae sp. water mite diet isolate 6224-BHL032417-GBD21433_27559-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATAGTTTATTTTTTGGAGCTTGATCAGGAATAGTTGGCACTTATTTAATAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACTACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTTTTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6226 Chironominae sp. water mite diet isolate 6226-BHL032417-GBD14243_4760-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAAGTAG

GACATCCTTTAACTTTTATTGGGTACGTCCAAATTTATAATGTTATTGTAACATCTCATGCTTTTATTATAATTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACAAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6227 Chironomus sp. water mite diet isolate 6227-BHL032417-GBD27109_15681-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTAATTGGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTAACTGCACATGCTTTTATTATATTTTTTTT

TCATAGTTATACCAATTTTAGTTGGAGGACTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6228 Chironominae sp. water mite diet isolate 6228-BHL032417-GBD14174_23016-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGAACAAGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATAGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAACAAATAATATAAGATGCTGATTACTACCCCCTTCTCTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6230 Chironomus sp. water mite diet isolate 6230-BHL032417-GBD5019_17247-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAAAATT

ATGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATGGCTTTT

CCTCGAATAAATAGTATAAGATTCTGACTTTTATCCCCCTCTCTTACTCTACTTCTTTCTAGTTCATTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6231 Chironominae sp. water mite diet isolate 6231-BHL032417-GBD18257_26818-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAAGTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGATGACAAAATTTATAATGTTATTGTAACAACTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGGGGATTTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTTCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6235 Chironominae sp. water mite diet isolate 6235-BHL032417-GBD17671_4084-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAGTAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCACATGCTTTTATTATAATTTTTTTTCA

CAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTAGATTAGGAGCCCCAGATATAGCATTTCCTC

GAATAAATAATAAAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6241 Chironominae sp. water mite diet isolate 6241-BHL032417-GBD15361_5849-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGAAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTCGAAACTG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6242 Chironominae sp. water mite diet isolate 6242-BHL032417-GBD26807_9684-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTTGGTGACGTCTAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTATTATATTAGTAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCGTCTTCGTTCTAGTTCTATTGTAGAAAATGGAGCAG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6243 Chironominae sp. water mite diet isolate 6243-BHL032417-GBD14531_17560-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTAAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAACACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTGCTGCCCCCTTCTTTAACTCTACTCCTATCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6246 Chironomidae sp. water mite diet isolate 6246-BHL032417-GBD6579_23459-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTTGAAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGCATT

AGGACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCATTTTTAAATGGAGGATTCGGAAACTGACTTGTCCTCCTAATACTGGGAGCACTTGACATGGCTTTTCCT

CGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCCG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6248 Chironominae sp. water mite diet isolate 6248-BHL032417-GBD25491_18981-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAAGAGTGTATTTTATTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAATAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGAATCTGATTACTTCCCCCTTCTTTATATCGTCTTCTTTCTAGTTCTATTGTAGAAAATCGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL625 Chironominae sp. water mite diet isolate 625-BHL072216-GBD22395_6774-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTTGGACG

ACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGCTACTGCACATGCTTTTTTTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACCTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCCTCGAAT

AAATAATACAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6251 Chironominae sp. water mite diet isolate 6251-BHL032417-GBD28814_14556-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTTGGAGCCTGATCAGGCATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGACTTAG

GACATCCTGGAACTTTTATTGGTGACGTCCAACTTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCATCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6253 Chironominae sp. water mite diet isolate 6253-BHL032417-GBD26595_12174-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACCTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTACACCCATTTAAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTATATCTCTTCGTCTTTCTAGTTCTATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6255 Chironominae sp. water mite diet isolate 6255-BHL032417-GBD14075_23617-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCACATTCTTTAACTCTACCACTTTCAAGTACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6259 Chironominae sp. water mite diet isolate 6259-BHL032417-GBD21296_10015-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGGACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGTAGAATTAGG

ACATCCTGGCTCTTTTATTGGTGACGACCATATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCCCTTCTTCTTTCAAGTTCTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL626 Chironominae sp.  water mite diet isolate 626-BHL072216-GBD4411_15847-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGCTATAGTAGATACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGTGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTCATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCTCCCTTCATTAACTCTTTTACTTTCAAATTCTATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6261 Chironominae sp. water mite diet isolate 6261-BHL032417-GBD11018_15063-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTATTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGAATTGGAAATTGATTAGTTCCTCTTATATTAGGAGCCCCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAATTCTCTTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6262 Chironominae sp. water mite diet isolate 6262-BHL032417-GBD26163_13792-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCCTGATCGGGATTAGTTGGAACTTCTTTAGGATTTCTATTTCGAGCAGATTTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6264 Chironominae sp. water mite diet isolate 6264-BHL032417-GBD3451_13504-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCGGGAATAGTTTGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGAACAAAATTATAATGTTATTGTAACAGATCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATACTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAATTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6267 Chironominae sp. water mite diet isolate 6267-BHL032417-GBD17488_27803-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGAGCACCAGATATAGCATTCCCCCC

AATAAATAATCTTAGATTCTGAATACTTCCCCCTTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6268 Chironomus sp. water mite diet isolate 6268-BHL032417-GBD18858_11680-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTTATTGAGAATGCTTATTCGACCAGAAAT

AGGACGACCCGGAATTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTAT

CATAGTTATACCAGTTTTAAATGGAGAATTCGGAAACTGACTTGTCCCCCTAATACTTGGAACACTTGACATGGCTTTTCC

TCGAATAAATAGTATAAATTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6270 Chironomus sp. water mite diet isolate 6270-BHL032417-GBD18058_28507-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGTTCCGGATTTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGATAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCGTTCTAGTTCTATTGTAGAAAATGGAGC

TGGA

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6272 Chironominae sp. water mite diet isolate 6272-BHL032417-GBD24353_25449-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGATCTTTATATTTTATTTTCGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTTATGCTTTTATTATAATTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTTCTTCTATCAAGAACATTAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6274 Chironominae sp. water mite diet isolate 6274-BHL032417-GBD8735_24103-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATACTAATTCGAGCAGAATTA

GGACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCCATTTTAATTGGACGATTTGGAAATTGATAAGTTCCTCTTATATTATGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCACTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6279 Chironominae sp. water mite diet isolate 6279-BHL032417-GBD6442_20935-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTCTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTACTTCCTATAATATTAGGAGCTCCAGATATAGCATTTCCTC

GAATAAATAACATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTTCTTCTATCTAGAAGAATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6287 Neoptera sp. water mite diet isolate 6287-BHL032417-GBD3351_10388-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTTCATTATATTTTATTTTTGGAGCTTGTTCAGGTATAGTAGGAACTTCTTTAAGAA

TATTAATCCGAACGGAATTAGGTCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTGCTGCTCAT

GCTTTCGTTATAATTTTTTTCATAGTAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGA

GCCCCAGATATAGCTTTTCCACGAATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGGT

CCTTTACAGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID MF458986, identified in GenBank 

as Patrobus longicornis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6288 Chironominae sp. water mite diet isolate 6288-BHL032417-GBD25136_12935-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCACGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTAACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTAATATAATTTTTTTCAT

AATTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTTCCCCCGTCTTTATCTCATCTTCTTTCTAGTTCTATGGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6289 Chironominae sp. water mite diet isolate 6289-BHL032417-GBD19534_24380-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTAATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATACTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCCGATTACTTCCCCCTTCTTTATCCCTACTACCATCTAGTACTATTGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6290 Chironominae sp. water mite diet isolate 6290-BHL032417-GBD9956_26262-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCATGTATAGTTGGTACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGG

ACATCCTGGTACTTTTATTGGTAATGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6291 Chironominae sp. water mite diet isolate 6291-BHL032417-GBD25663_16655-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGTCCAAATTTATAAGGTTATTGTAACAGCTCATGCTTTTCTTATAATTTTTTTTCA

TAGTTATACCCATTTTAATAGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6297 Cricotopus sp. water mite diet isolate 6297-BHL032417-GBD28164_18373-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGAAGCATGATCAGGAATAGTAGGAACATCTCTAAGAATTTTAATCCGGGCCGAATTAGGAC

ATGCCGGATCATTAATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTTATA

GTTATACCTATTTTAACTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGTTCCTGATGTAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCTCTTACATTACTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG448919, identified in GenBank 

as Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6305 Lebertia sp. water mite diet isolate 6305-BHL032417-GBD24821_14215-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAACCAGG

CTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGTAATACC

AATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAATAAATA

ATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTAACAAGATCCTTTACAGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6309 Chironominae sp. water mite diet isolate 6309-BHL032417-GBD2424_18882-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCCTGATCAGGAATAGTTGGAAATTCTTTAAGAATTTTATTTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAATTTTATACTGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTATCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL631 Podocopida sp. water mite diet isolate 631-BHL072216-GBD26632_17339-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGTCTTAAGAGTATTTATTCGAGCTGAGCTCGGGTAAC

CTGGGGCACTGTTTGGGAATGATCAAATTTATAAAACAATTGTGACTGCCCATGTATTTATTATAATTTTTTTTATGGTAA

TACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGACACCAGATATAGCGCTTCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTGATTAACAAGTGGAATACTTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6310 Chironominae sp. water mite diet isolate 6310-BHL032417-GBD27413_16939-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGCTCAGGAATAGTTGCAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCTTGTAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAAGATAAGATTCTGATTACTTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTGCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6312 Chironominae sp. water mite diet isolate 6312-BHL032417-GBD12786_13610-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACATTTATTGGTGACGAACAAATTTATAATATTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTTCTACTTTCTAATGCTGTTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6315 Chironominae sp. water mite diet isolate 6315-BHL032417-GBD20551_27638-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCCTGATCAGGATTAGTTGGAACTTTTTTTAAGAATTCTATTTCGCGCAGAATTA

GGACATCCTGGAACTTTTATTGGTGACATCCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCCATTT-

AATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAAATAATATAA

GATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6323 Chironominae sp. water mite diet isolate 6323-BHL032417-GBD13406_12024-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

CAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACACGGCTGCGCTCCAGTTCGATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL633 Podocopida sp. water mite diet isolate 633-BHL072216-GBD20053_17290-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTCATTTTTGGTGCTTGATCTGCTATGCTAGGAACTGCCTTAAGTGTAATTATTCGAGCTGAGCTCGGACAAC

CTGGGACCCTGATTGGTAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTATGGTAA

TACCAATTTTAATCGGAGGGTTTGGAAATTGATTAGTTCCTTTAATACTAGGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCATCCTTAACCTTATTAACAACTGGAATACTTACAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6332 Chironominae sp. water mite diet isolate 6332-BHL032417-GBD5965_23092-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTATG

ACATCCTGGATCTTTTATTGGTGACGAACAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCAT

AGTTATACCCATTATAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCATTATCCCTTCTTCTATCTAGTTCTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6340 Chironominae sp. water mite diet isolate 6340-BHL032417-GBD9330_6807-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTTATTTTTGGAGCCTGATCAGGATTAGTTGTTACTTCTTTAAGAATTCTAATTCGAGCAGCTTTAGG

CCATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTGCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6343 Chironominae sp. water mite diet isolate 6343-BHL032417-GBD17284_13414-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACACCCTGGAACTTTTATTGGTGACGAACAAATTTATAATGTTATTGTAACCGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCGTCTTTAACTCTTCTTCTATCTAGTTCTATAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6344 Chironominae sp. water mite diet isolate 6344-BHL032417-GBD15882_4408-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCATGAGCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATGCGAGCAGAATTA

GGACATCCGTGAACTTTTATTGGTGACGTCCAAATTTAAAATGTTAATGTAACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCCATTTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCT

CGAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6350 Chironominae sp. water mite diet isolate 6350-BHL032417-GBD26574_11550-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGCACTTCTTTAAGAATTCTAATTCGAGTAGAATTAGGAC

ATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGT

TATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGGGCACCAGATATAGCATTTCCGCGAAT

AAATAATATAAGATTCTAATTACTACCCCCTTCATTATCCCTACTTCTATCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6356 Chironominae sp. water mite diet isolate 6356-BHL032417-GBD28608_18085-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGCGCCTGATCAGGAATAGTTGGAACTTCTTTAAGATTTCTAATTCGAGCAGACTTAA

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATGACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGATCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6358 Chironomus sp. water mite diet isolate 6358-BHL032417-GBD9200_9707-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGTTCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCATAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTTATATTAGGAGCACCAGATATAGCATTTC

CTCGAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6366 Chironominae sp. water mite diet isolate 6366-BHL032417-GBD15215_15588-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGATCAAAATTAGGACAT

CCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTCATAGTT

ATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCTGATATAGCATTTCCTCGAATA

AATAATATAAGATTCTGATTACTTCCACCTTCTTTATCTCTACTTCTTTCTAGTACTAAAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6370 Chironominae sp. water mite diet isolate 6370-BHL032417-GBD11839_2994-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGAGACGACCAACTTTATAATGTTCTTGTTACTGCTCATGCATTTATTATAATTTTTTTTCAT

AGTTATACCCTTTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACCCTTCTTCTTTCTAGTGCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6374 Chironominae sp. water mite diet isolate 6374-BHL032417-GBD17276_27099-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCCATA

GTTATATCCATATTAATTGGAGGATTTGGAAATCGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTTCGTTATCCCTACTACTTTCTAATTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6377 Chironomidae sp. water mite diet isolate 6377-BHL032417-GBD22619_25146-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGATTGAGGTCATC

CTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTAT

ACCCATTTTAATTGGAGGATTTGGAAATTGATTAGATCCTCTTATATTAGGAGCACCAGAAATAGCATTTCCTCGAATAA

ATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR647156, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6385 Chironominae sp. water mite diet isolate 6385-BHL032417-GBD25706_8305-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGTATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTTATATTAGGAGCGCCAGATATAGCATTTCCTC

GAATAAATAATATAAGAGTCTGATTACTTCCCCCATCTTTATCTCTTCTTCTTTCTAGTACTAGTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6388 Chironominae sp. water mite diet isolate 6388-BHL032417-GBD28618_12475-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGCATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTAATGGTGATGACCAAATTTATAATGTTATTGTAACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCGTCTTCTTTCTAGTTCTAGTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL639 Podocopida sp. water mite diet isolate 639-BHL072216-GBD10766_17241-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACATCCTTAAGAGTAATTATTCGAGCTGAGTTCGGGCAAC

CTGGGGCCATGATTGGGAATGATCAAATTTATAACACGATTGTTACTGCCCATGCATTTATTATAATTTTTTTCTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTAACCTTATTAACAATAGGAATACTAGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6391 Chironomidae sp. water mite diet isolate 6391-BHL032417-GBD25594_20794-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACATC

CTGGAACTTTTATTGGCGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATCATATTTTTTTT-

ATAGTTATATCCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCC

TCGAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR647156, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6402 Chironominae sp. water mite diet isolate 6402-BHL032417-GBD25556_18077-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGTCCTTGATCAGGAATAGTTGGAACTTCTTTTAGAATTTTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCTCCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGACTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6403 Lebertia sp. water mite diet isolate 6403-BHL032417-GBD20867_27423-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCAGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCATGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAACCCCAGATATAACCTTTCCACGA

ATAAATAAAATAAGAATTTGACTTCTTCCTCCACCCTTAACTCTACTTCTATCAAGTTCCATTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6405 Chironominae sp. water mite diet isolate 6405-BHL032417-GBD14538_25667-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTTTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATATTATTGTAACAGCTAATGCTTTTATTATAATTTTTTTTTA

TAGTAATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGAATACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTGTTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6407 Chironominae sp. water mite diet isolate 6407-BHL032417-GBD20244_2366-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATATTTGGAACTTCTTTAAGAATGCTAATTCGAGCAAAATTAG

GACAACCCTGGAACTTTTATTGGTGACGACTAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCCATGTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6421 Lebertia sp. water mite diet isolate 6421-BHL032417-GBD12766_28774-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAATAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTTACCAAATATACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAA

TAATACCAATAATAATTGGAGGTTTTGGAAAATGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAAAATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTATAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6424 Chironominae sp. water mite diet isolate 6424-BHL032417-GBD16117_5033-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACAGTATAGTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATGCGAGCAGAATTAG

TACATCCTGGAACGTTTATTGGGGACGACCAAATTTATAATGATATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGCGCTGGA

CCAG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6426 Chironominae sp. water mite diet isolate 6426-BHL032417-GBD14627_18847-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAACTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GCATAAATAATATAAGATTCTGATAACTTCCACCTTCTATAAAACTGCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6431 Chironominae sp. water mite diet isolate 6431-BHL032417-GBD23843_4281-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATAATTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACATTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTACTTACTAGTACTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6439 Chironominae sp. water mite diet isolate 6439-BHL032417-GBD24473_12540-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAGCATTATATTTTATTTTTGGAGCCTGATCAAGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGATATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTGCTAATACGATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6448 Chironominae sp. water mite diet isolate 6448-BHL032417-GBD23177_26814-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAATATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAAGTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATACAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTATAAAATCGCGCTGG

AACA

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL645 Chironominae sp. water mite diet isolate 645-BHL072216-GBD22349_15036-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTAATTCGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTCTCACAACACACGCTTTTATTATAATTTTTTTTTATAG

ATATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTGTCCCTCGA

ATAAATAATATAAGTTTTAGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6453 Chironomus sp. water mite diet isolate 6453-BHL032417-GBD17052_9073-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCGTATTCGAGCAGAAA

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAAATGGAGAATTCGGAAACTGACTTGTCCCCCTAATACTCGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTTTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6456 Lebertia sp. water mite diet isolate 6456-BHL032417-GBD6586_5784-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCACTCCTAGGATGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGTCCCAGATAAAGCTTTTCCACGAA

TAAATAATATAAGAATTTGACTTCCTCCTCCATCCTTAACCCTACTTCTATCAAGTTCCATTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6459 Chironomus sp. water mite diet isolate 6459-BHL032417-GBD8703_7961-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTA

GGACATCCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTATC

ATAGTTATACCAATTTTAAATGGAGAATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTCCT

TGAATAAATAGTATAAGTTTCTGACTTTAACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6460 Chironominae sp. water mite diet isolate 6460-BHL032417-GBD8801_3285-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTATTATATTTTTTTTTCA

TAGTTATACCCATTTTATTTGGAGGATTTGGAAATTGATTAGTTCTTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTGTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6466 Chironomidae sp. water mite diet isolate 6466-BHL032417-GBD25711_11075-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCCTTATATTCTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGAAATTAGGTCA

TCCTGGTACATTTATTGATGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAAATGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTA

AATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 87.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6468 Chironominae sp. water mite diet isolate 6468-BHL032417-GBD19570_3663-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGCAGCACCAGTTATAGCTTTTCCCC

GAATAAATAATATAAGATTCTGATTCCTTCCCCCTTCTTTATCTCTTCTTCTTCCTAGTTCTAATGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6472 Lebertia sp. water mite diet isolate 6472-BHL032417-GBD5434_20015-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTAAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGTTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGATCCCCAGATATAGCCTTTCCACCA

ATAAAAAATAAAAGATTTTGACTTCTTCCTCCATCCATAACTCTACTTCTAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6473 Chironominae sp. water mite diet isolate 6473-BHL032417-GBD18717_23552-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGACCAATTTTATAATATTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACGTCCCCCTTCTTTAGCACTACATCTTGCTAGTGCTATAGTAGAAAATGGAACTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6474 Chironominae sp. water mite diet isolate 6474-BHL032417-GBD4457_18769-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATGCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATCTAGCATTTCCTCG

AATAAATAATATAAGATTCTGATCACTTCCCCCTCCTTTATATCTTCTTCTTTCCAGTTCTATTGTAGAAAATGGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6476 Chironominae sp. water mite diet isolate 6476-BHL032417-GBD27202_20924-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCCGAATTAG

GTCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTAT

AGTAATACCTATTTTAATTGGATGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6480 Chironominae sp. water mite diet isolate 6480-BHL032417-GBD8892_26750-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAAAAGTATAGTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTATTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGAGTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTCGTTCTATTGTATAAAATGGAGCTGGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6482 Chironominae sp. water mite diet isolate 6482-BHL032417-GBD26835_8724-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAACCTGATAAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATACTGTAACTTTTATTGTTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTCTTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTACTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6486 Lebertia sp. water mite diet isolate 6486-BHL032417-GBD15502_7690-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTACTTTGCTTTTGGAGCTTGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCATTCCTAGGAAGTGACCAAATTTTCAATACAATTGTAACTGCTCAGGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAAATGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGTCCCAGATATAGCTATTCCACGA

ATAAAAAATATAAGATTTTGAATTCTTCCTCCATCCTTAAGTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL649 Podocopida sp. water mite diet isolate 649-BHL072216-GBD15646_5314-Arr95 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGAGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATGATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGTTAATGATCAAATTTATAACACAATTGTGACTGCCCATGCAGTTATTATAATTTTTTTTATGGTA

ATACCAATTTAAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCCCCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAACACTTGGAATACTTCCAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6498 Chironominae sp. water mite diet isolate 6498-BHL032417-GBD11637_4626-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTAATTTTGGAGCCTGATAAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACGTCCCCCTTCTTCATCTCTTCTTCTTTCTAGTTCTAGAGTATAAAATGGAGCTGG

AACA

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6505 Chironominae sp. water mite diet isolate 6505-BHL032417-GBD15690_26753-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATAGTTTATTTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGAATTA

GGAAATCAAGGAAATTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAGTTTTTTTC

ATAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGATCCTCTTATATTAGGAGCACCAGATATAGCATTTCCT

CGAATAAACAATATAAGATTCTGATTACTTCCCCCATCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6508 Chironominae sp. water mite diet isolate 6508-BHL032417-GBD13425_28589-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGTATTCTAATTCGAGCAGAATTAGG

ACATCCTGGAACTTTTATTGGGGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGA

ATAAATAATATAAGATTCTGATTACTTCCCCCTACTTTATCTCTTCTTCTTTCTAGTTCTATAGAATAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6509 Lebertia sp. water mite diet isolate 6509-BHL032417-GBD2689_16480-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTACTTTTGGAGCATGATCCGGAATAATTGGATCTATATTGAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCACTACTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAAATGGATGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCACCAGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGAATTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6510 Chironominae sp. water mite diet isolate 6510-BHL032417-GBD28050_21252-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGTACATTATATTTTATTTTTGGAGCCTGATCAGGAACAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTAGAACTTTTATTTGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTTTATAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6519 Lebertia sp. water mite diet isolate 6519-BHL032417-GBD29262_14826-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGTTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTTTTTATAATTTTTTTCATAG

TAATATCAATAATAATTGGAGGGTTTGGAAACTGAATAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

AAAAATAATATAAAATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGGTCCTTTACAAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6523 Chironomus sp. water mite diet isolate 6523-BHL032417-GBD27878_21626-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTAATTGAGAATGCTTATTCGCGCAGAAAT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAAAGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTTGGAAACTTACTTGTCCCCCTAATACTTGGAGCACTTGACATGGCTTTTCC

TCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACGGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL653 Chironominae sp.  water mite diet isolate 653-BHL072216-GBD24988_23876-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGTAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTT-

ATTATTATTTTTTTTATAGTTATGCCAATTTCAATTGGAGGTTTTGAAAATTGACTTATTCCTTTAATGTTAGGGGCCCCAG

ATATGGCTTCCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTA

GAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6539 Chironominae sp. water mite diet isolate 6539-BHL032417-GBD20423_2729-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCAGATCAGGAATAGTTGGAACTTCTTTAGGAATTCTAATTCGAGTAAAATTAG

GTCATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTAATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGAGTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6544 Lebertia sp. water mite diet isolate 6544-BHL032417-GBD8181_19222-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCATTATAATTTTTTTCATAG

TAATACCAATATTAATTGGAGGTTTTGGAAACTGATTAGTTCCCCTAATAATCAGAGCCCCAGATATATCTTTTCCACGAA

TAAATAATACAACATTTTGACTTCTTGCCCCATCCATAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6546 Chironominae sp. water mite diet isolate 6546-BHL032417-GBD7204_25562-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTTGGAGCCTGATCAGGATTATTTGGAACTTCTTTAAGATTTCTAATTCGAGCTGAATTAGGA

CATCCTGGAACTTTTATTGTTGACGACCAAATTTTTAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAG

TTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCGAA

TAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCCCTACTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6547 Chironomus sp. water mite diet isolate 6547-BHL032417-GBD27653_22325-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAGCTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTCTTTT

CAAAGTTATCCCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCACTAATACTAGGAGCACTTGACATGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6548 Chironomus sp. water mite diet isolate 6548-BHL032417-GBD14124_14039-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCGTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACGTGGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCCTCTCGTACGCTGCTTCGTTCTAGTTCTTTCGTAGAAAATGGA

GCAGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6556 Chironominae sp. water mite diet isolate 6556-BHL032417-GBD26503_22132-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTCTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTTTAATTCGAGCAGCATTCGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTCTAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGAATTGGAAATTGATTAGTTCCTCTTATTTTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6557 Chironominae sp. water mite diet isolate 6557-BHL032417-GBD8326_3685-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAACTA

GGACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTCTTATTATAATTTTTTTCA

TAGTTATACCCATATTAATTGGAGGATTTGGAAATTGATTACTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATGATATAAGATTCTGATTATTTCCCCCTTCTTTATCTCTTCTTCTTTCTAATTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6559 Chironominae sp. water mite diet isolate 6559-BHL032417-GBD18641_23832-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGCGCCTGCTCAGGACTAGTTGGAACTTCTTTATGAATTCTAATTCGAACAGAATTAGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTATCAGCTCATGCTTTTATTATAATTTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTACGATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6564 Chironominae sp. water mite diet isolate 6564-BHL032417-GBD4699_19526-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGGAGCCTGCTCAGGAATAGTTGGAACTTCTTTAAGATTTCTAATTCGCGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACAAAATTTATAATGTTATTGTAACAGATAATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6568 Chironominae sp. water mite diet isolate 6568-BHL032417-GBD20309_27638-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTTTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATGCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTAATTGGTGACGATCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTTT

ATAGGTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATTTTAGGAGCCCCAGATATAGCATTTCCT

CGAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6569 Chironominae sp. water mite diet isolate 6569-BHL032417-GBD25514_10561-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGA

CATCCTGGAACTTTTATTGGTGACGAACAAATTTATAATGTTATTGTAACAGCTCATCCTTTTATTATAATTTTTTTTCATA

GTTATACACATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTCCCTCGA

ATAAATAATATAAGATTCGGATTACTTCCCCCTTCGTTAGCTCGACTTCTTTCTAATGCTATTGTAGAAAATGGAGCTGGA

ACAG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6571 Chironominae sp. water mite diet isolate 6571-BHL032417-GBD14587_14155-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACAGTATAATTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGCATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTAATTGGTGATGACCAAATTTTTAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGACATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6573 Chironomidae sp. water mite diet isolate 6573-BHL032417-GBD28379_10875-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATATTCTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATA

TTAATCCGAACGTAATTAGGTCATCCTGGAACATTTATTGATGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCC

TTTATTATAATTTTTTTCATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACCGACTTGTCCCCCTAATACTTGGAGCA

CTTGACATGGCTTTTCCTCGAATAAATAGTATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTT

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID GU565708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6576 Chironominae sp. water mite diet isolate 6576-BHL032417-GBD17534_3159-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATAGTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GAAAGCCTGTAACTTTTATTGGTGACGACCAAATTTATATTGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTGATATTAGGAGCACCAGATATAGTATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

CCAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6585 Chironominae sp. water mite diet isolate 6585-BHL032417-GBD3120_18146-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTGTATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAAGTTCTTTAAGAATTCTAACTCGAGCAGAAGTAG

GACATGCTGGAACTTTTATTGGTGACGACCAAATTTGTAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTATAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6590 Lebertia sp. water mite diet isolate 6590-BHL032417-GBD6765_8103-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTGTTTTCGGAGCATGATCCGGAATAATTGGAGCTAGATTAAAAATCCTAATTCGACTTGAATTAGGACA

ACCGGGCACACTCCTAGGAAGTGACCAAATTTATAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCCTTTCCACGAA

TAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCCAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6591 Chironominae sp. water mite diet isolate 6591-BHL032417-GBD9673_24103-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACATCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAAAAATATAAAATTCTGATTTCTTCCCCCCTCTTTATCTCTTCTTCTTTCCAGATCCAATGTAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6593 Lebertia sp. water mite diet isolate 6593-BHL032417-GBD27890_21912-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTTGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTTACCCCTAGGAAGTGACCAAATTTACAATACAATTGTAATTGCTCATGTTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAAAAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTTTCAAGGTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6596 Lebertia sp. water mite diet isolate 6596-BHL032417-GBD7364_25079-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCTACTTTAATTAGGACA

ACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCAACGAA

TAAATAATATAAGATTTTGCCTTATTCCTCCATACTTAACTATACTACTAACAAGTTCCTTTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6598 Chironominae sp. water mite diet isolate 6598-BHL032417-GBD27775_12681-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTT-

GGAGCCTGGTCAGGAATTGTTGGAACTTCTTTTAGGATTCTCATTCGAGCAAGATTTGGACATCCTGGAACTTTTATTGG

TGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTATACCCATTTTAATTGGA

GGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATAAATAATATAAGATTCTG

ATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6599 Lebertia sp. water mite diet isolate 6599-BHL032417-GBD25918_24253-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTATACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTCGATTAAGAACCCTCATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTGTTGTAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGTTATAGCTTTTCCACGA

ATAAATAAAATAAGATTTTGACTTCTTCCCCCATCCTTAACTCTACTTCTATCAAGGTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6602 Chironominae sp. water mite diet isolate 6602-BHL032417-GBD27401_7999-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGCAGAATTAGGACAT

CCTGGAACTTTTATTGGTAACGACCAAATTTATAATGTTATTGTAACAACTCATGCTTTTATTATAATTTTTTTCATAGTTA

TACCCATTTTAATTGGAGGATTTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATA

AACAATATAAGATTCTGACTACTTCCCCCTTCTTTATCTCTACTAATTTCTAGTGCTACTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR287988, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6607 Chironomus sp. water mite diet isolate 6607-BHL032417-GBD5796_12329-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCATTGAGAATGTTTATTCGAGCAGAAAT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATGATAATTTTTTT

TCATAGTTATACCAGTTTTAAATGGAGGATTGGTAAACTGACTTTTCCCCCTAATACTTGGAGCACTTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6618 Chironominae sp.  water mite diet isolate 6618-BHL032417-GBD2319_11477-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTTGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTGG

GACATCCTGGAACTTTTAGTGGTGACGACTAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCAT

AGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACA

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6622 Chironomus sp. water mite diet isolate 6622-BHL032417-GBD14232_8919-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATAGTTTATTTTTGGGGCTTGATCCGGAATTGTGGGAACTTCCTTGAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACTTGACGTAGCTTTTC

CTCGAATAAATAGTATAAGTTTCTGACTTTTATCCCCCTCTCTTACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6625 Lebertia sp. water mite diet isolate 6625-BHL032417-GBD27191_16237-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTAACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAAATGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAAAATAAGATTTTGACTTCTTACTCCATCCTTAACTCTACTTTTATCAAGGTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6626 Chironomidae sp. water mite diet isolate 6626-BHL032417-GBD29026_18232-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGTGCAGAATTAGGACATC

CTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTAT

ACCCAATTTTAATTGGAGGATTTGGAAAGTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCGAATA

AATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACACTTCATCTTTCTAGTTCCATTGTAGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR647156, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6627 Chironominae sp. water mite diet isolate 6627-BHL032417-GBD28421_15723-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTTGGTGACAACCAATTTTATAATGTTTTGGTAACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGACTACTTCCCCTTTCTTTATCTCTTTTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6631 Chironominae sp. water mite diet isolate 6631-BHL032417-GBD8978_15181-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATACTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTTATTGGTGACGACCAAATTTATAATGATATTGTAACTGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGTACCAGATAAAGCATTTCCTC

GGATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6637 Chironominae sp. water mite diet isolate 6637-BHL032417-GBD13446_7704-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACATTATATTTTATTTTTGGAGTCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTAGTGACGACCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATATTAAGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTGCTATTGTAGAGAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6649 Lebertia sp. water mite diet isolate 6649-BHL032417-GBD19613_13182-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGTTTTTGGAGCATGATCCGGAATAATTGGAGCTAGTTTAAGAATCCTAATTCGACCTGAATTAGGAC

AACCAGGCTCACTCCTTGGAAGTGACCAAATTTATAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAAAAATAATTGGAGGGTTTGGTAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACCCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6655 Lebertia sp. water mite diet isolate 6655-BHL032417-GBD24555_19498-Ldc27 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGATCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAAAAAATGGAGTTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGACCCAGATATAGCTTTTCCCCGA

ATAAAGAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTAACAAGTTACTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6657 Chironominae sp. water mite diet isolate 6657-BHL032417-GBD19290_22656-Ldc27 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACTTTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGTATAATTAGG

ACAACCTGGAACTTTTATTGGTAACGACCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATA

GTTATACCCATATTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTTAACTCTTCTTCTTTCTAGTGCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6661 Chironomus sp. water mite diet isolate 6661-BHL032417-GBD10667_19220-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCGGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTTGTTGTTACTGCACATGCTTATATTATAATTT

TTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTT

TTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTTTTTGGTAGAAAATGG

AGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6663 Chironomidae sp.  water mite diet isolate 6663-BHL032417-GBD20676_16042-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6664 Amphichaeta raptisae water mite diet isolate 6664-BHL032417-GBD21429_24320-Ldc28 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTAAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACACGCATTTTTAATAATTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAGTTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL6665 Chironomus sp. water mite diet isolate 6665-BHL032417-GBD19977_10563-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAA

TTAGGACGACCCGGAACTTTCATTGGAGATGACCAGAGTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTT

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6666 Chironomus sp. water mite diet isolate 6666-BHL032417-GBD25508_9875-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAAGT

AGGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTTTTTTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6667 Paratanytarsus sp.  water mite diet isolate 6667-BHL032417-GBD18419_17943-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTCATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGTTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTATCAAGTATAAAAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6668 Culex sp. water mite diet isolate 6668-BHL032417-GBD14984_14866-Ldc28 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTAATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTA

GAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6669 Paratanytarsus sp. water mite diet isolate 6669-BHL032417-GBD14662_18968-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTCGTAGTTACTGCACATGCATTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTTGACTTCTTCCCCCCTCTTTAACTCCTTTACTTTCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6671 Chironomus sp. water mite diet isolate 6671-BHL032417-GBD21060_27266-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCATAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCTTACTCTTCAACTTTCTAGTTTTTTTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6672 Culex sp. water mite diet isolate 6672-BHL032417-GBD9260_5244-Ldc28 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGA

ATATTAATTCGAGCTGAACTAGGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6673 Paratanytarsus sp.  water mite diet isolate 6673-BHL032417-GBD18745_2802-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTCGGTGCTTGAGCAGGAATAGTGGGAACTTCCCTAATAATATTAATCCGAGCTGAACTA

GGACATCCCGGAACTTTAATTGGAGATGACCAAATTTATAATGTAATTGTTACAACTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAAAAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6674 Culex pipiens water mite diet isolate 6674-BHL032417-GBD27325_21400-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGACAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGCTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAATTGTATCTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGTTCAT

GCTTTTATTATAATTTTTTTTTATAGTAATACCAATCCTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTCAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6675 Chironomidae sp. water mite diet isolate 6675-BHL032417-GBD29295_14311-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTTGGTGCCTGCTCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACCTCTTGCTAGTTGTTTGGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6676 Paratanytarsus sp. water mite diet isolate 6676-BHL032417-GBD10073_23837-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCGTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAAAATATTAATTCGAGCTGAACCAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TGTACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGACTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATGAGATTTTAACTACTTCCACCCTCTTTAACTCTTTTACGTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6677 Paratanytarsus sp.  water mite diet isolate 6677-BHL032417-GBD21741_20410-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGAAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCTTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTGTTACTTTCAAGTAGAATCGTGGAAAATGGGGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6678 Culex pipiens water mite diet isolate 6678-BHL032417-GBD7150_19701-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGCTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACTCTTTTACTTTCAAGTA

GAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6679 Chironomus sp. water mite diet isolate 6679-BHL032417-GBD27061_17483-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTTGGTGCCTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTACATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAACAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCCTCTTTCTAGTTTTTTTGGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6680 Psectrocladius sp. water mite diet isolate 6680-BHL032417-GBD22165_11498-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTTATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGATTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGTACAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR776852, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6681 Culex sp. water mite diet isolate 6681-BHL032417-GBD3459_20397-Ldc28 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGA

ATATTAATTCGAGCTGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6682 Chironominae sp. water mite diet isolate 6682-BHL032417-GBD26859_14500-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGCATTAGGT

CATCCTGGAACATTTATTGGTGATGACCATATTTATAATGTAATTGTTACTACTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGATATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTTCCACGA

ATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6683 Paratanytarsus sp.  water mite diet isolate 6683-BHL032417-GBD18496_5700-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCTTAACCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGACCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6684 Paratanytarsus sp. water mite diet isolate 6684-BHL032417-GBD8068_24902-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCTGACATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTTTTTGGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6686 Paratanytarsus sp. water mite diet isolate 6686-BHL032417-GBD11381_28380-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGCACTTTTATTGGAGATGACCAATTTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGTCCCAGATATAGCGTTTCCTCGAAC

AAATAAAATAAGATTTTGACTTCTTCCCCCCAGCTTTAACTCTTTTACTAGCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6688 Parachironomus sp.  water mite diet isolate 6688-BHL032417-GBD21443_10102-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAGTGTAATTGTAACGGCACATGCTTTTATTATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATATGGAAATTGATTAGTTCCTCTTATATTAGTGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTGCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6690 Culex pipiens water mite diet isolate 6690-BHL032417-GBD18021_8215-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTTGGGGCTCGAGCTGGAATAGTTGGAACTTCTTTAAG

TTTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCA

TGCTTTTATTAAAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATGTTAGG

AGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTATTGAATACTACCTTCTTCATTGACACTACTACTTTCAAG

TAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6691 Chironomidae sp. water mite diet isolate 6691-BHL032417-GBD6998_21584-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CTCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCCCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCATGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6692 Paratanytarsus sp.  water mite diet isolate 6692-BHL032417-GBD7271_16918-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAAATTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTGCCTTTAATATTAGGTGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTATTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6693 Chironominae sp.  water mite diet isolate 6693-BHL032417-GBD20195_4249-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAG

GACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTC

GAATAAATAATATAAGATTCTGATTACTTCCCCCTTCGTTATCTCTTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6694 Diptera sp. water mite diet isolate 6694-BHL032417-GBD18628_19641-Ldc28 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTTGGGGCTTTAGCTGGATTAGTTGGAACTTCTTTAAGT

TTTCTATTTCGAGCAGAATTAAGACAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTAATTGTTACAGCTCAT

GCATTTATTATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGGGTTTGGGAACTGATTATTGCCTTTAATATTAGGAG

CCCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAG

AATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.0% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6696 Chironomus riparius water mite diet isolate 6696-BHL032417-GBD11626_20349-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTAACCGCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6697 Paratanytarsus sp.  water mite diet isolate 6697-BHL032417-GBD4380_8204-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGTTCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAACTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCACCCTCTTTAACTCTATTACAATCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6699 Paratanytarsus sp.  water mite diet isolate 6699-BHL032417-GBD7912_21154-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCGGGAATAGTAGGAACTTCCCTAAGATTATTAATTCGAGCCAAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTATTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTAAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCTCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCGCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGGAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6700 Paratanytarsus sp. water mite diet isolate 6700-BHL032417-GBD3064_13028-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATAGTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATTTTAATTCGAGCTGAACTAG

GACATGCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTACAATAGTTGAAAATGAAGCTGG

AGCAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6705 Culex pipiens water mite diet isolate 6705-BHL032417-GBD14149_4377-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGGCAACAAATCATAAAGATATTGGAGCTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6706 Chironomus riparius water mite diet isolate 6706-BHL032417-GBD9275_25113-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGTACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCCTCTATCTAGTTCTTTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6707 Paratanytarsus sp.  water mite diet isolate 6707-BHL032417-GBD19635_28379-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGTATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTAGAGGTAACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCGATTACGTTCAAGTAGAATAGTGGAAAACGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6709 Phaenopsectra sp.  water mite diet isolate 6709-BHL032417-GBD20194_21758-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCAAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL671 Podocopida sp. water mite diet isolate 671-BHL072216-GBD14255_29014-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACTGCCTTAAGAGTACTTATTCGAGCTGAGCTCGGGCAAC

CTGGGGCATTGATTGGGAATGATCAAATTTATAACACAATTGTGAATGCCCATGCTTTTATTATAAATTTTTTTTATGGTA

ATACCAATTATAATCGGAGGATTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTACCCCCATCCTTAACCTCACTAACAACTGGAATACTCGCAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6710 Orthocladiinae sp. water mite diet isolate 6710-BHL032417-GBD26273_17904-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCCTGG

AACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGTTATACC

AATCTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAATAAATA

ATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR282799, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6711 Chironomidae sp. water mite diet isolate 6711-BHL032417-GBD20429_15944-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAATAATATTATTTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTAAAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTACTTTAATTGGAGGATTTGGGAAATGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTTTTTGGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KR282105, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6714 Diptera sp. water mite diet isolate 6714-BHL032417-GBD20946_19296-Ldc28 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATTTTCGGAGCTTGATCAGGAATATTTGGAACTTCTTTAAGAATT

CTAATTCGAGCAGAATTAGGACATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGC

TTTTGTAATATTTTTTTTTTTATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAG

CCCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTGTCAAGTAG

ATTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.9% 

identical to accession ID EU493571, identified in GenBank as 

Chymomyza procnemis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6715 Chironominae sp.  water mite diet isolate 6715-BHL032417-GBD13023_12829-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTTCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6718 Cricotopus sp.  water mite diet isolate 6718-BHL032417-GBD23031_5293-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAGTGTAATTGGTACTGCTCATGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGA

ATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6720 Paratanytarsus sp. water mite diet isolate 6720-BHL032417-GBD23037_10559-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTA

GGACACCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAGTAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTATTACTATCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6721 Chironomus sp. water mite diet isolate 6721-BHL032417-GBD20406_20222-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGATTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAAAACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACATTTACCCCCCTCTCTTACTCTTCCTCTTACTAGTTTTTTTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6723 Chironomus sp. water mite diet isolate 6723-BHL032417-GBD13359_24320-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGAAGCACCTGACATAGCTTTTCC

CCCAAAAAATAATAAAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCCTCTTACTAATTTTTTTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6724 Paratanytarsus sp.  water mite diet isolate 6724-BHL032417-GBD19899_19737-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTACCTAAGAATATTAATTCGAGCTGAACTA

GGATATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTC

ATAGTTATACCTATTTTATTTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAGGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATTGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6726 Paratanytarsus sp.  water mite diet isolate 6726-BHL032417-GBD18276_8061-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAAATTATAATGCAATTGTTACAGCTCATGCATTTATTATAATTTTTTTT

CATATTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCATCCCCCCTCTTTAACTCGTTTACGTTCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6728 Paratanytarsus sp. water mite diet isolate 6728-BHL032417-GBD2926_20825-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCTTAAGAATATTAATTCGAGCTGAACTAGGGC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCTTAG

TTATACCTTTTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6731 Chironomus riparius water mite diet isolate 6731-BHL032417-GBD24541_8827-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGAACCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGAATTCGGAAACTGACTTATCCCCCTGATACTTGAAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTTCTCTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6735 Paratanytarsus sp. water mite diet isolate 6735-BHL032417-GBD18432_22024-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCTTTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTTAGAATTTTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATACAGCATTTCCTC

GAATAAATAATATAAGATTTTGACTACTTCCCTCCTCTTTAACACTATTACTATCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6736 Cryptochironomus sp.  water mite diet isolate 6736-BHL032417-GBD8578_7392-Ldc28 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTCATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCATG

GTTATACCATTTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCG

AATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGAGCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6738 Chironomus sp. water mite diet isolate 6738-BHL032417-GBD5059_9092-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATAGTTTATTTTTAGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTACCACTATCTAGTTATTTAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6741 Chironomus sp. water mite diet isolate 6741-BHL032417-GBD24343_24292-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGGCTTGTTCCGGAATAGTGGGAACTTCATTAAGATTGCTTATTCGAGCAGATTT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTGTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACCTCTTTCTAGTTGTTTGGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6744 Culex pipiens water mite diet isolate 6744-BHL032417-GBD3979_13569-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAGGTCAACCAGGTGTATTTATTTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTCATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTGCCTTTAATGTTAGGA

GCTCCAGATATGGCTTTTCCTCGAATAAATAATATAAGATTTTGAATACTACCTCCCTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6746 Chironomus sp. water mite diet isolate 6746-BHL032417-GBD18278_23835-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGCGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCCGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCTAACTCATCCTCTTTCTAGTTGTTTGGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6749 Orthocladius sp.  water mite diet isolate 6749-BHL032417-GBD20426_9187-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAATTAGGATA

TTCGGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTAGTTATAATTTTTTTTTACGGT

TATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6752 Culex pipiens water mite diet isolate 6752-BHL032417-GBD22920_9716-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGAAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACAACCTTCCTACAATGAAACTACGACTGTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6754 Chironomus sp. water mite diet isolate 6754-BHL032417-GBD26958_11971-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGCTCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGATTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGCCATAGCCTTTCC

CCGAATAAATAATATAAATTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTTCTTTGGTGGAAAATGGCGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6755 Chironomus sp. water mite diet isolate 6755-BHL032417-GBD13945_21318-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAGTACTTGGAGCACCTGACATAGCTTTTCC

CCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTGCTCTTCCTCTTTTCTAGTTTAATGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6758 Paratanytarsus sp.  water mite diet isolate 6758-BHL032417-GBD17277_3311-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCGTTATATTTCATTTTCGGGGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCTGAACTTTTATTGGATATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6764 Paratanytarsus sp. water mite diet isolate 6764-BHL032417-GBD23881_9428-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTTAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGAAATAGCTTTCCCCCGAAA

AAAAAAAAAAAGA-

TTTGACTTCTACCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6767 Chironomidae sp. water mite diet isolate 6767-BHL032417-GBD9874_27581-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAAGT

AGGACATCCCGGTACTTTTATTGGAGATGACAAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTTTTTTGGGAGAAAATGCAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6773 Chironomus sp. water mite diet isolate 6773-BHL032417-GBD23750_12580-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTTGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGGTTCTGACTTTTACCCCCCCGCTCTTACACGGCCTCGTTCTAGGTTATTGGTAGAAAATGGA

GCAGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6774 Culex pipiens water mite diet isolate 6774-BHL032417-GBD1993_15649-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAGGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTAATTAGTTCCTTTAATGTTAGGAG

ACCCAGATATGGCCTTCCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTATCAAGTA

CTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6777 Paratanytarsus sp. water mite diet isolate 6777-BHL032417-GBD5119_14582-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGAGCTGAACTCG

GACATCCTGGATCTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTTCCTTTAATATTAGGAGCCCCAGATATAGCATTCCCTC

GAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6778 Paratanytarsus sp. water mite diet isolate 6778-BHL032417-GBD18093_6607-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGCACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAACGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGTAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGACTACTTCCCTCCTCATTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6779 Culex sp. water mite diet isolate 6779-BHL032417-GBD20221_8962-Ldc28 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTATGTCAACCAGGTTTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTACCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCACGAATAAATAATATAAGATTTTGAATACTACCACCTTCACTGACCCTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6780 Chironomus sp. water mite diet isolate 6780-BHL032417-GBD20375_22821-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCAGAACTTTCATTGGAGATGACCAGATTTATAATGTAGTAGTTACTGCACATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAAAAAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACCACATTCTAGTATTTTGGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6781 Chironomus sp. water mite diet isolate 6781-BHL032417-GBD13485_5609-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGGATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATGGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGTCATAGCTTTTTC

TCGAATAAATAATATAAGTTTCTGACTTTTCCCCCCCCTCTCTTACTCTTCCTCTTTCTAGTTTTTTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6783 Chironomidae sp. water mite diet isolate 6783-BHL032417-GBD7593_12691-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTA

ACCCATCCTGGAGCCTTTTTAGGAAGAGACCAACTATAAAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6795 Culex sp. water mite diet isolate 6795-BHL032417-GBD13730_3795-Ldc28 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTTGGGGCTTGAGCCGGAATAGTGGGAACTTCATTAAG

AATGCTTATTCGAGCAGAATTAGGACGACCCGTAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCAC

ATGCTTATATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGG

AGCTCCAGATATGGCCTTTCCTCGGATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACCCTACTACTTTCAAG

TAGTTTAGTAGAAAATGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6812 Paratanytarsus sp. water mite diet isolate 6812-BHL032417-GBD5739_16059-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACT

AGGACATCCTGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTATTACAGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGGAATTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTC

CTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTATCAAGTACAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6813 Chironomus sp. water mite diet isolate 6813-BHL032417-GBD20124_27862-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTTTCCCCCTAATATTTGGAGCACCTGACATAGCTTTTC

CTCGAACAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAATTGTTTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6832 Chironomus riparius water mite diet isolate 6832-BHL032417-GBD14681_8187-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCAGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAGATAATGTAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTGTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6833 Culex pipiens water mite diet isolate 6833-BHL032417-GBD21633_11079-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACATTCTATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTATGTT

TAGTAATTCGAGCAGAATTAAGTCAACAAAGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTTATAGTAATAACAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6834 Culex sp. water mite diet isolate 6834-BHL032417-GBD25344_23617-Ldc28 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTACATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAATTTCTTTAAGT

TTCCTTATTCGAGCAGAATTAAGCCAACCAGGTGTATTTATTGGAAATAATCAAATTTATAATGTTATTGTAACTGTTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGACTTTCCCCGAATAAAAAATATAAGTTTTTGAATACTACCTCCTTCATTTGACACTACTACTTTCAAG

TAGTTTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6838 Paratanytarsus sp.  water mite diet isolate 6838-BHL032417-GBD8748_18306-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTGATTATTCTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAATAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCATTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTGTGACCTCTTCCCCCCTCTTTAACACTTTAACATTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6843 Chironomus sp. water mite diet isolate 6843-BHL032417-GBD25113_25066-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGCATAGTGGGAACTTCATTAAGTATGTTTATTCGAGTAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTGGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACCTCTTTCTAGTTTTTTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6846 Chironomus sp. water mite diet isolate 6846-BHL032417-GBD9565_8805-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATATTGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGTAGGATTCGGAAATTGACTTGTCCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTTCCACTATCTAGTTTTTTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL685 Podocopida sp. water mite diet isolate 685-BHL072216-GBD16385_4322-Arr95 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTAATTTTTGGTGCTTGATCTGCTATGCTAGGAACAGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAA

CCTGGGGCCCTGATTGTTAATGATCAAATTTATAACACAATTGTGACGGCCCAGGCATTTATTATAATTTTTTTTATGGTA

ATACCAATTCTAATGGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGGGCACAAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAACACTTGAAATCCTTCCAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6853 Paratanytarsus sp.  water mite diet isolate 6853-BHL032417-GBD17312_6144-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGAGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGTAGATGACCATATTTATAATGTAATTGTTACAGCTCAGGCATTTATTATAATTTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCAAGATATAGCCTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6862 Culex pipiens water mite diet isolate 6862-BHL032417-GBD29001_13262-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGCTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATCTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACAACAAGCAAGT

AGTTTAGTATAAAATGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 97.7% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6864 Paratanytarsus sp. water mite diet isolate 6864-BHL032417-GBD24693_21322-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTATATTATAATTTTTTTCCATA

GTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6867 Paratanytarsus sp.  water mite diet isolate 6867-BHL032417-GBD12600_27258-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCTTTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAAATCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGGCTTTAATATTAGGAGCCCCAGAAATAGCCTCTC

CTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6871 Paratanytarsus sp.  water mite diet isolate 6871-BHL032417-GBD20532_26713-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATAGTTCATTTTCGGTGCATGATCAGGAATAGTGGGAACTTACCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGTAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAATAGAATAGTGGTAAATGGAGCT

GGAGCAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6876 Lebertia sp.  water mite diet isolate 6876-BHL032417-GBD5957_8706-Ldc28 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTAAATTAAGAC

AACCAGGCTCACACCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6882 Paratanytarsus sp. water mite diet isolate 6882-BHL032417-GBD29372_14069-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTTATTTTACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTACTTCGAGCTGAACTAG

GACATCCTGGAACTTTTCTTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTACTTCCCCCCACTTCAACACATTAACAAGCAAGTAGAATAGTGGAAAATGGAGCTG

AAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6885 Paratanytarsus sp.  water mite diet isolate 6885-BHL032417-GBD2661_17307-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATACTTCATTTTCGGGGCCTGATCAGGAATAGTGGGAACTTCCCTGAGAATGTTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAGTTGTTACAGCTCATGCATTTATTATAATTTTTTTTAATA

GTTATACCTATTTTAATTGGAGGTTTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR282105, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6886 Culex pipiens water mite diet isolate 6886-BHL032417-GBD20113_22628-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGGATAGTTGGAACTTCTTTAAGT

TTACTAAATCGAGCAGAATTAAGACAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGATCA

TGCTTTTATTATAATTTTTTTTTATAGTAATACCAATTATAATTGGAGGATTTGGAAATTAATTAGTTCCTTTAATTTTAGG

AGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAG

TAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6888 Chironomus sp. water mite diet isolate 6888-BHL032417-GBD23427_25919-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATCATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAGCTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAAGATTCGGAAACTGACTTGTCCCCCTAATACATGGAGCACCTGACATAGCTTTTCC

ACGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTTTTTTGGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6896 Paratanytarsus sp. water mite diet isolate 6896-BHL032417-GBD11896_9275-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATTTTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCACTAACTCTATTACTAGTAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6898 Paratanytarsus sp. water mite diet isolate 6898-BHL032417-GBD9497_9596-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCTCTAAGAATATTAATTCGATCTGAACTAGGACA

TACTGGATCTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATGGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCCTTTCCTCGAAT

AAATAATATAAGATTTTGACTACTTCCCCCGTCATTAACTCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6901 Chironomus sp. water mite diet isolate 6901-BHL032417-GBD25147_23414-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTCATACATTATTTTTGGGGCTTGAGCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGCTACTGCACATGCTTATATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

CCGAACAAATAATATAAGTTTCTGACTGTTTACCCCCCTCTCTTACCCTACCTCTTTCTAGTTTTTTGGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6905 Paratanytarsus sp.  water mite diet isolate 6905-BHL032417-GBD10974_17869-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATCCTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACA

TCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGTACTGATTATTGCCTTTAATATTATGAGCCCCAGATATAGCCTTTCCTCGAAT

AAATAATATAAGAGTTTGACTTCTTCCCCCCTCTTTAACTCTTTGACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR754001, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6913 Paratanytarsus sp. water mite diet isolate 6913-BHL032417-GBD23628_20876-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGGGCCTGATCCGGAATAGTAGGAACTTCCTTAAGAATATTTATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTCGGAAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTGTGACTTTTTCCCCCCTCTTTAACTCATTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6918 Chironomidae sp.  water mite diet isolate 6918-BHL032417-GBD29098_18767-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGATTTCTCTAAGTATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCTTTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTAT

AAATAATATAAGTTTTTGGCTTTTACCCCCGACATTAACTTAACTTCTTTCTAGTTCAATTATAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6922 Culex pipiens water mite diet isolate 6922-BHL032417-GBD26528_19853-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGATGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCATTTAATGTTAGGA

GCGCCAGATATGGCCGTTCCTCGAATAAATAATATAAGATTTTGAATACTACCTCCTTCATTGACCCTACTACGATCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6931 Paratanytarsus sp.  water mite diet isolate 6931-BHL032417-GBD15036_6010-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCGGATAAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCTTAACTTTTATTGGAGATGACCAAATTTAGAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATGGGAGGATTTGGGAACTGATTATGGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGCGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6932 Psectrocladius sp.  water mite diet isolate 6932-BHL032417-GBD8745_7362-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTCATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTGTTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGAGATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6934 Paratanytarsus sp. water mite diet isolate 6934-BHL032417-GBD15882_28780-Ldc28 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGATTTTATTTCATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATATTTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTACGTCCCCCCTCTTTAACACATTAACAATCAAGTAGAAGAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6937 Cryptochironomus sp.  water mite diet isolate 6937-BHL032417-GBD4072_8764-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCATG

GTTATACCATTTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCG

AATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6938 Lebertia sp.  water mite diet isolate 6938-BHL032417-GBD10167_19935-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCATTAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6939 Chironominae sp.  water mite diet isolate 6939-BHL032417-GBD14972_15671-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCATTAATATTAGGAGCCCCAGATACGGCTTTTCCACG

AATAAATAATATAAGATTTTGATTATCACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6940 Chironominae sp. water mite diet isolate 6940-BHL032417-GBD25755_23289-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTACTCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCATATTTATAATGGATTTGTTACTGCTCATGCTTTTCTTATAATTTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATAGGTTATTACCACTAATAGTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6941 Chironomidae sp.  water mite diet isolate 6941-BHL032417-GBD9918_2786-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTGTATTCGGAGCCTGATCAGGTATAGTAGGTACTTCCCTTAGTATTCTAGCACGAGCTGAATTAGGACAT

CCCGGGGCATTAATTGGAGACGATCAAAATTATAACGTAATCGTTACAGCTCATGCCTTTGTAATAATTTTCTTTATAGTA

ATACCTATTTTAATTGGTGGATTTTGGAAATTGATTAGAACCACTAATATTAGGTGCACCAGATATAGCTTTCCCTCGAAT

AAATAATATAAGCTTTTGATTATTACCCCCATCTTTAACATTACTATTAGCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR291645, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6942 Chironominae sp.  water mite diet isolate 6942-BHL032417-GBD2861_18609-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTTGGAGCTTGATAAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGACAGGAATTAGGTC

ATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATTTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAAAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6943 Chironomus sp. water mite diet isolate 6943-BHL032417-GBD17357_27473-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTA

GGTCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTTC

ATAGTTATACCAACTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6944 Chironominae sp.  water mite diet isolate 6944-BHL032417-GBD7967_11630-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCG

TCCTGGAACATTTATTGGTGGTGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTATTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGATCCCCTGATATGGTTTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTATTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6945 Cryptochironomus sp. water mite diet isolate 6945-BHL032417-GBD13965_23840-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAAGGGCTATTAGGAACCTCTTTAAGTTTATTATTTCGAGCAGAATTAGGAC

AACCAGGTACTTTTATTGGAGACAACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGT

TATACCATTTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCACCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGTCTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAAATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6946 Chironomus riparius water mite diet isolate 6946-BHL032417-GBD19979_23797-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CCTAGTTATACCAATTTTAATTTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCAGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTAACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6947 Chironomus sp. water mite diet isolate 6947-BHL032417-GBD17199_11821-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTGGAGCTGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAA-

TTTTTTCATAGTTATACCAATTTTAATTGGAGGAATCGGAAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAG

CGTTTCCTCGAATAAAAAATATAAGTTTCTGACTTTTACCCCCCCCTCTCTTACTCTTCTTCTTTCTAGTACATTCGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6948 Chironomus riparius water mite diet isolate 6948-BHL032417-GBD19265_7903-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGATCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAAC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6949 Chironominae sp.  water mite diet isolate 6949-BHL032417-GBD17988_4257-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCGT

CCTGGAACATGTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGGGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AAAAATATAAGATTTTGATTATTCCCACCATCTCTTACTTTATTACTTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6950 Chironominae sp.  water mite diet isolate 6950-BHL032417-GBD20276_9317-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACATTATTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGATTATTAATCCGAACGGAATTAGGTCATCC

TGGAACATTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAGT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCATTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAA

TAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6951 Chironominae sp. water mite diet isolate 6951-BHL032417-GBD14819_10574-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAATATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCTCGAAT

AAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6953 Cryptochironomus sp. water mite diet isolate 6953-BHL032417-GBD13896_9651-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCCTTTATTATAATTTTTTTTCATG

GTTATACCATTTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCG

AATAAATAAAATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6954 Drosophila sp. water mite diet isolate 6954-BHL032417-GBD17873_2532-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATG

CTTATTCGAGCAGAATTAGGACTACCCAGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGC

TTTTATTATAATTTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGC

CCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTATTATCCCCATCTCTTACTTTATTTCTTTCAAGAAGA

ATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID AY750090, identified in GenBank as 

Drosophila lacertosa. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6955 Cryptochironomus sp. water mite diet isolate 6955-BHL032417-GBD24887_7018-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGAAATTAGGTCATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTCATGGTTA

TACCATTTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAATA

AATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6956 Chironominae sp. water mite diet isolate 6956-BHL032417-GBD15504_10402-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACGA

CCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6957 Chironomidae sp. water mite diet isolate 6957-BHL032417-GBD6757_23757-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGACA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCCTTTGTAATAATTTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAACTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCAAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAA

CA

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6958 Chironomus riparius water mite diet isolate 6958-BHL032417-GBD7826_18343-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTCGTTCGAGCAGAATT

AGGACGACCCGGGACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTTCTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAGTTGGAGGATTCGGAAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6959 Cryptochironomus sp. water mite diet isolate 6959-BHL032417-GBD5119_21962-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCATG

GTTATACCATTTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCG

AATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATAGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6960 Chironomus riparius water mite diet isolate 6960-BHL032417-GBD9024_15996-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCATATTTATAATGTTGTAGTTACTACACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCTCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCAAAAAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6961 Chironomus riparius water mite diet isolate 6961-BHL032417-GBD22579_13823-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGGCTTGATCGGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGTAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACGCCCCTCTCTTACACTACTTCTTTCTAGTGCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6962 Chironomus sp. water mite diet isolate 6962-BHL032417-GBD13516_14735-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6963 Chironomus riparius water mite diet isolate 6963-BHL032417-GBD2415_12176-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATG

AGGACGACCCGGAACTATCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCCTAGTTATACCAATTTTAATTGGAGGATTCGGAACCTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6964 Parachironomus sp.  water mite diet isolate 6964-BHL032417-GBD1908_13896-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCTTTAAGAATACTTATTCGAGCTGAATTAGGAC

GACCCGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTAACGGCACATGCTTTTATTTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGGGCTCCAGACATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTTTGACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR777748, identified in GenBank as 

Parachironomus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6965 Chironominae sp.  water mite diet isolate 6965-BHL032417-GBD14923_26401-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTGTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGACAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATTGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGGTTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6966 Chironominae sp.  water mite diet isolate 6966-BHL032417-GBD4363_16633-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGAAATTAGGTCA

TCCTGGAACATTTGTTGGTGATGACCAAATTTATAATGTAATTGATACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGGAGAATAGTAGAAAATGGGGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6967 Chironomus sp. water mite diet isolate 6967-BHL032417-GBD28478_17395-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTACTTCGAGCAGAATTA

GGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACCTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6968 Chironomus riparius water mite diet isolate 6968-BHL032417-GBD28335_15320-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATCTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAAGTTTAATTGGAAGGATTCGGAAACTGACTTGGCCCCCTGATACTTGGAGCACCTGACATAGTTTTT

CCTCGAATAAATAATATAAGTTTCTTACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6970 Chironomus riparius water mite diet isolate 6970-BHL032417-GBD18868_17793-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGCACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

GCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTATTACTCCCCTCACTTACTCTACTTCTATCTAGTTCATTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6971 Cryptochironomus sp. water mite diet isolate 6971-BHL032417-GBD3144_12761-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACTTCATTAAGTATATTAATTCGAGCAGAATTAGGGC

GACCCGGAACCTTTATTTGGAGACGACCAATTTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATG

GTTATACCATTTTTAATTGGAGGATTCGGAAATTGATTATTACCTCTAATACTGGGAGCCCCAGATATAGCATTTCCCCG

AATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTAACTCTTCGTCTTTCAAAATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6973 Chironomus sp. water mite diet isolate 6973-BHL032417-GBD5605_21587-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTGTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTA

GGACGACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6974 Chironomidae sp.  water mite diet isolate 6974-BHL032417-GBD11917_10798-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTACTTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6975 Chironomus sp. water mite diet isolate 6975-BHL032417-GBD23178_21844-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATTCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGCTGACCAAATTTATAATGTTGTGGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGTGGTTTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCCCTTACTCTTCGTCTTTCTAGTTCTTTCGTAGAAAATGAAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6976 Chironominae sp. water mite diet isolate 6976-BHL032417-GBD9639_26997-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGATCTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGTTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAAA

AATAATATAAGATTTTGATTATTACCACCATCACTTACTTTACTATTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6978 Chironomus riparius water mite diet isolate 6978-BHL032417-GBD22152_5752-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGAACGACCCGGAACTTCCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCACTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6979 Chironomus riparius water mite diet isolate 6979-BHL032417-GBD21800_4989-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGGATTAGTGGGAATTTCATTAAGATTGCTTATTCGAGCGGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACTCCACTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL698 Lebertia sp.  water mite diet isolate 698-BHL072216-GBD15090_28178-Arr95 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCCCTAATACTCAGAGCCCCAGATATAGCTTTTCCCCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6980 Chironominae sp. water mite diet isolate 6980-BHL032417-GBD28031_20388-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGCATATTAATCCGAACGGAATTAGGTCATCC

TGGTACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGATTTGGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAAAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6981 Chironomus riparius water mite diet isolate 6981-BHL032417-GBD8090_24483-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTT

CCACGAATAAATAATATAAGATTCTGACTATTACTCCCCTCTCTTACTCTTCTTCTTTCCAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6982 Amphichaeta raptisae water mite diet isolate 6982-BHL032417-GBD12806_19321-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

TAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAGTAACACCAGTTTTTAA

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL6983 Chironomus sp. water mite diet isolate 6983-BHL032417-GBD9025_3757-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATATTTTATTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATT

AGGTCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATACTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAGTGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6984 Chironomus riparius water mite diet isolate 6984-BHL032417-GBD3006_20282-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATATTAATTGGAGGATTTGGAAACTGACTCGTCCCCCTAATACATGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACGTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6985 Chironomus riparius water mite diet isolate 6985-BHL032417-GBD22229_4223-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTACACATTATTTTTGGGTCTTGATCCGGAATAGTGGGCACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTACCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6986 Chironomus riparius water mite diet isolate 6986-BHL032417-GBD13003_26238-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAATTATACCAATTTTAAATGGAGGATTCGGAAACTGACTTGTCACCCTGATACTTGGAGCCCCTGACATAGCTTTTC

CTCGAATAAATAATAAAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGATCCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6987 Chironominae sp.  water mite diet isolate 6987-BHL032417-GBD15173_22323-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTTTTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAAT

AAAAAATAAAAGATTTTGAATATTACCACCATCTCTTACCTTATTACTTACAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6989 Penicillium citrinum water mite diet isolate 6989-BHL032417-GBD5435_7295-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TAAAGATATTGGAACATTATATTTAATGTTTTCATTATTTTCAGGATTAATAGATACAGCCTTTTCTGTGTTAATAAGATTA

GAATTATCAGGACCAGGTGTACAATATATATCAGATAACCAATTATATAATAGTATAATTACAGCACACGCTATAATGAT

GATTTTCTTTATGGTTATGCCAGCATTAATAGGTGGTTTTGGTAATTTCTTATTACCATTATTAGTAGGAGGTCCAGATAT

GGCATTTCCTAGATTAAATAATATAAGTTTCTGATTATTAGTTCCAAGTTTATTTTTATTTATATTCTCAGCAACTATAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID EF180189, identified in GenBank as 

Penicillium citrinum. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL699 Chironominae sp. water mite diet isolate 699-BHL072216-GBD5248_10558-Arr95 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGATAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGAATTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCCTCTAATA

AATAATACAAGTTTGTGACTTCTTCCCCCTCCATTAACTCTTTTACTTTCAAATTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6990 Chironominae sp.  water mite diet isolate 6990-BHL032417-GBD11382_18315-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAACATAAGATTTTGATTACTACAACCATCTCTTACCTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6991 Chironominae sp. water mite diet isolate 6991-BHL032417-GBD9254_12354-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATCCGACCGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGTTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTGCTATCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6992 Chironominae sp. water mite diet isolate 6992-BHL032417-GBD22695_9332-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6994 Paratanytarsus sp.  water mite diet isolate 6994-BHL032417-GBD18070_18307-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTATTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTT

CATAGTTAAACCTATTTTAATTGGAAGATTTGGGAACTGATCATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6995 Chironominae sp.  water mite diet isolate 6995-BHL032417-GBD7657_23185-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTTTTAGAATATTAATCCGAATGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6996 Chironomus riparius water mite diet isolate 6996-BHL032417-GBD16061_17901-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

ATGACGGCCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTACACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6997 Chironomus riparius water mite diet isolate 6997-BHL032417-GBD8885_26937-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGACTGCTTATTCGAGCAGACT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTAATGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGCTCTTTCGTAGAAAATGAAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL6998 Chironominae sp.  water mite diet isolate 6998-BHL032417-GBD3286_19515-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCATC

CTGGAATATTTATTGGTGATGATCAAATTTATAATGAAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCTCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCCCCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL6999 Chironominae sp. water mite diet isolate 6999-BHL032417-GBD24015_7637-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTATTTAAGAATTTTAATCCGAACGGAATTCGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTTAATTGGAGGATTTGGAAATTGTTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7000 Chironominae sp.  water mite diet isolate 7000-BHL032417-GBD18182_19636-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATCTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGATTATTATTCAGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAG

GTATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7001 Chironominae sp. water mite diet isolate 7001-BHL032417-GBD5557_9119-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGAACAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAACTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCACTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7002 Chironominae sp.  water mite diet isolate 7002-BHL032417-GBD4782_16352-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGGACTTCTCTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATCGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCCCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTTCTTTCAAGAAGAATAGTAGGAAACGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7003 Oligochaeta sp. water mite diet isolate 7003-BHL032417-GBD16644_6689-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTCGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTTCCCACGACTAAACAATATAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL7004 Chironominae sp. water mite diet isolate 7004-BHL032417-GBD7213_8039-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACGACC

CGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTGTATTTTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7005 Cricotopus sp.  water mite diet isolate 7005-BHL032417-GBD3085_14084-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGACCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATAAAGCATTCCCTCGAA

TAAATATCATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7006 Chironomidae sp. water mite diet isolate 7006-BHL032417-GBD27629_20601-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTGATAGTAA

TACCTATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAA

ATAATATAAGTTTCTGACTTTGACTCCCCTCTCTTACTCTTCTACTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 89.6% 

identical to accession ID KR173465, identified in GenBank as 

Tanytarsus recurvatus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7007 Chironominae sp. water mite diet isolate 7007-BHL032417-GBD14391_16496-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGAACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTTTATGAATTCTAATTCGAGCAGAATTCGG

ACATCCTGGAACTTTTATTGGTGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCAT

AGATATACCCATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTCTTATATTAGGAGCACCAGATATAGCATTTCCTCG

AATAAATAATATAAGATTCTGATTACTTCCCCCTTCTTCATCTATTCTTCTTTCTAGTTCTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281121, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7008 Chironomus riparius water mite diet isolate 7008-BHL032417-GBD24368_19823-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCGTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTCCCCCTGATACTTGGAGCGCCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCATAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7009 Chironominae sp.  water mite diet isolate 7009-BHL032417-GBD23877_9382-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGAA

ATACCTATTTTAATTGGAGGATTGGGAAAATGGGTTATTACCACTAATATTAGGAGCCCCTAGTATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAAGGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL701 Chironomus maturus water mite diet isolate 701-BHL072216-GBD6823_5584-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACTACCCACGCATTTATTATATTTTTTTTTT

TTCATAGTTATACCAATTCTAATTGGTGGTTTTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATGGCTTTC

CCCCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACTCTTTTACTTTCTAGTTCATTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7010 Chironomus riparius water mite diet isolate 7010-BHL032417-GBD11675_24478-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGCTGTAGTTACTGCACAAGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTATTTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7011 Phaenopsectra sp.  water mite diet isolate 7011-BHL032417-GBD21529_9584-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAATACCTCTAATATTAGAAGCCCCTGATATAGCATTTCTTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTGCTTCTTTCGAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7012 Chironominae sp. water mite diet isolate 7012-BHL032417-GBD19272_9755-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTAGTTATTACCACTAATATTAGGAGACCCTGATATGGCTAATCCACGAA

TAAATAATATAAGATTTTGATAATTACCACCATCTCTTACTTTATTACCATCAAGAAGAATAGTAGAAAATGGAGTTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7013 Chironominae sp.  water mite diet isolate 7013-BHL032417-GBD14804_4422-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAAACCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGGTATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGTCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGACTAGTAGAAAATGGCGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7014 Chironominae sp.  water mite diet isolate 7014-BHL032417-GBD8659_17537-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTACTTTAAGAATATTAATCCGAACGGGATTAGGTCA

TCATGGAACATTTATTGGTGATGACCAAATTTATAATTTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGATGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7015 Chironominae sp.  water mite diet isolate 7015-BHL032417-GBD27234_18000-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAACGGAATTAGGTCAT

CCTGGAACATTTATTCGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGGAATTGGTTTTTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7016 Chironomus riparius water mite diet isolate 7016-BHL032417-GBD14730_22226-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGAATGCTTATTCGAGCAGAATT

AGGTCGACCCGGAACTTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATACTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCTCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7019 Chironominae sp.  water mite diet isolate 7019-BHL032417-GBD11641_7193-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGACCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTGTAATTTTTTTTAATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTGACTTTATTAATTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7021 Chironomidae sp.  water mite diet isolate 7021-BHL032417-GBD26032_9351-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGACAT

GCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTATAGTT

ATACCAATCTTAATCGGAGGATTTGGAAACTGATTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTGTTATCTAGATCAATTGTGGAAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7023 Chironomus sp. water mite diet isolate 7023-BHL032417-GBD18916_17371-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACTCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGATTCTGACTTTTACTCCCCTCTCTTACTCTACTACTTTCTAGTACAATCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7024 Chironomus riparius water mite diet isolate 7024-BHL032417-GBD26481_16573-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAAATTGACGTGTTCCCCTAATACTTGGAGTACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7026 Chironominae sp. water mite diet isolate 7026-BHL032417-GBD27927_10442-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCATTAATATTAGGAGCCCCTGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCTTCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7027 Chironominae sp.  water mite diet isolate 7027-BHL032417-GBD20177_14485-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGCATTGTAGGAACTTCTTTATGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATCTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAAATGGTTATTACCACTAATATTAGGAGCCCATGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7028 Chironominae sp.  water mite diet isolate 7028-BHL032417-GBD6852_6706-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGTCCAAATTTATAATGTAATTGTTACTGCTAGTGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGTAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATAGAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7029 Chironomus riparius water mite diet isolate 7029-BHL032417-GBD15888_7223-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACCTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGCCTTGTCCCACTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATATGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTTTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL703 Polyphemus sp. water mite diet isolate 703-BHL072216-GBD7477_11233-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAAGAATACTCATTCGTGCTGAATTAGGACAAGCAGGAAGATTAATTGGTGATGATCGAATTTATAACGTAATTGTAAC

TGCCCATGCTTTTGTTATAATTTTTTTTATAGTGATGCCTATTATAATTGGGGGGTTTGGTAATTGACTTGTTCCTCTAATG

TTAGGAGCTCCTGATATGGCTCTTCCTCGGTTAAATAATTTAAGTTTCTGATTCCTTCCTCCTGCTTTAACTCTTCTCTTAG

TTGGGGGGGGCTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID GQ406859, identified in GenBank 

as Polyphemus pediculus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL7030 Chironomus riparius water mite diet isolate 7030-BHL032417-GBD12748_14333-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGGCTTGTTCCGGAATAGTGGGAACTTCATTAAGAATGCTTTTTTGAGCAGAAT

TAGGACGACCAGGAATTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7032 Chironominae sp.  water mite diet isolate 7032-BHL032417-GBD5422_24312-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGCACTTCTTTAAGAATTTTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTAATACCACTAATATTAGGAGCCCCCTGATATGACTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCACTAACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7033 Chironominae sp. water mite diet isolate 7033-BHL032417-GBD11918_18614-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGCACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCATGATATGGCCTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTTTTACTTTACTACTGTCAAAAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7034 Chironominae sp.  water mite diet isolate 7034-BHL032417-GBD13420_5384-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAGTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATACTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7035 Chironominae sp.  water mite diet isolate 7035-BHL032417-GBD29119_17393-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGAAACATTTATAGGTGATGAACAAAATTATAATGTAATTGTTAGTGATCATGCTTTTATTATAAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7036 Chironominae sp. water mite diet isolate 7036-BHL032417-GBD19372_28422-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTTGGAATTTCTTTAAGAATACTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGACGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATCCCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7037 Chironominae sp. water mite diet isolate 7037-BHL032417-GBD25794_23413-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTGTAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATATAG

TAATGCCTTTTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATTTCTAACTTCATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7039 Chironominae sp.  water mite diet isolate 7039-BHL032417-GBD15861_3332-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCAT

CCTTTAACATTTATTGGTTATGACCATATTTATAATGTAATTGTTACTGCTCATGCTTTTACTATAATTTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGGATAGTAGCAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7040 Chironomus riparius water mite diet isolate 7040-BHL032417-GBD17462_27709-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGATATACCAATTTTAATTGGAGGATTCGGAAACTGAGTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGATTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7041 Chironomus riparius water mite diet isolate 7041-BHL032417-GBD5440_14662-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGGACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7042 Chironominae sp.  water mite diet isolate 7042-BHL032417-GBD16668_4903-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCAT

CCTGGAACATTTATGGGTGATAACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTACAATTTTTTTTTAATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGTTTATTACCCCCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7043 Chironominae sp.  water mite diet isolate 7043-BHL032417-GBD27162_22964-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCCGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAAGATTTGGAAATTGGTTAGTACCACTAATATTAGGAGCCCCTAATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGAATATTATAAAATGGAGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7044 Chironomus riparius water mite diet isolate 7044-BHL032417-GBD25624_21543-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCACTAAGAATGCTTAATGGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTT

TCATAGTTATACCAATTTTAACTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGTCATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7045 Orthocladius sp.  water mite diet isolate 7045-BHL032417-GBD24111_18698-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGTACTTCATTAAGAATTTTAATTCGAGCTGAGTTAGGACA

TGCTGGTTCTTTGATTGGAGACGACCAAATTTATAATGTTATTGTAACAGCTCATGCTTTTGTTATAATTTTTTTTTTATGG

TTATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTACCTTTAATGTTAGGAGCCCCAGATATAGCTCTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCATTAACTTTATTATTGTCTAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR756349, identified in GenBank as 

Orthocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7046 Chironomus riparius water mite diet isolate 7046-BHL032417-GBD13611_20516-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGTATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATAACCAAATTTATAATGTCGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7047 Chironomus riparius water mite diet isolate 7047-BHL032417-GBD11604_15477-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAAGTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTT

CCTCGAATAAATAATATAAGTTTCCGACTTTAATCCCCCTCTCTTACTCTTCTTCCATCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7048 Chironomus riparius water mite diet isolate 7048-BHL032417-GBD16595_28792-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGTTTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACTCCCCTCTCTTACTCAGCTACTTTCTAGTACTTTCGTAGAAAATGGAG

CTGGA

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL705 Podocopida sp. water mite diet isolate 705-BHL072216-GBD14772_24749-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATCTTATTTTTGGTGCTTGATCTGCTATGCTAGGAACTGCCTTAAGAGTAATTATTCGAGCTGAGCTCGGGCAAC

CTGGGGCCCTGATTGGGAATGATCAAATTTATAACACAATTGTGACTGCCCATGCATTTATTATAATTTTTTTTTATGGTA

ATACCAATTATAATCGGAGGGTTTGGAAATTGATTAGTACCTTTAATACTAGGAGCACCAGATATAGCGTTTCCTCGAAT

AAATAATATAAGATTTTGATTACTTCCCCCATCCTTATCCTTATTAACAATTGGAATACTTACAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID HM397651, identified in GenBank 

as Podocopida sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7050 Chironominae sp. water mite diet isolate 7050-BHL032417-GBD18231_6323-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGTTTATTACCATATTTATAATGTAATTGATACTTCTCATGCTTTTATTATAATTTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCATGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7051 Chironominae sp.  water mite diet isolate 7051-BHL032417-GBD26628_15613-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGCATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGAACAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGACCTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCGCCTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGCGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7052 Chironominae sp.  water mite diet isolate 7052-BHL032417-GBD21469_5667-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGAAATTAGGTAA

TCCTGGAACATTTATTGGTGATGACCAAATTTATATTGTAATTGTTACTGTTCATGCTTTTATTATAATTTTTTTTCTAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGTGCCCCTGATATGGCTTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7053 Chironominae sp.  water mite diet isolate 7053-BHL032417-GBD6002_8967-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TACTAGAACATTTATTGGTAATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGATGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATTGCTGTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAACTGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7056 Lebertia sp. water mite diet isolate 7056-BHL032417-GBD5857_23866-Ldc29 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTAGATTAAGAACCCTAATTCGATTCGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGTCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTCGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL706 Chironomus riparius water mite diet isolate 706-BHL072216-GBD15888_25317-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGGCTTGATCCGTAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAAGTTTTC

CTCGAATAAATATTATAAGTTTCTGACTTTTACCCCCATCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7060 Chironominae sp. water mite diet isolate 7060-BHL032417-GBD16008_27710-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTAATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATCCGAACTGAATTAGGTCA

TCCTGGAACATTTATTGGTAATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATAGT

AATACCTATTTTAATTGGAGTATTAGTAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7061 Chironominae sp.  water mite diet isolate 7061-BHL032417-GBD9184_23043-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTGGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAATGGAATTATTTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTGGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7066 Chironominae sp.  water mite diet isolate 7066-BHL032417-GBD7087_15101-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGATATAGTAGGAACTTCTTTAAGAATATTAATCCAAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGAAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCATTTACACGAAT

AAATAATATAAGATTTTGATAATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7067 Chironominae sp. water mite diet isolate 7067-BHL032417-GBD11371_20038-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTTGGAACTTCTTTAAGAATTTTAATCCGAACGGAATTAGGTCA

TCCTGGCACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTGTTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTCATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7068 Chironominae sp. water mite diet isolate 7068-BHL032417-GBD18391_23232-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGTAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTAAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGACTTTTCCACGAA

AAAATAATATAAGATTTTGATTATTACCACCAACTCTAACTATATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL707 Chironomus riparius water mite diet isolate 707-BHL072216-GBD18781_11138-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

ATGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGTAAACTGACTTGTCACCCTAATACTTGGAGCACCTGACATAGCTTTTC

CACGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7070 Chironomus riparius water mite diet isolate 7070-BHL032417-GBD22443_23047-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGAAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTACTACTCTCTAGTGCATTCGTAGAAAATGGAG

CTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7073 Chironominae sp.  water mite diet isolate 7073-BHL032417-GBD21946_20027-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTATTTTTGGAGCTTGTTCAGGTATAGAAGGAACTTCTTTAAGATTATTATTCCGAACGGAATTAGGTC

ATCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCCTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7074 Chironominae sp.  water mite diet isolate 7074-BHL032417-GBD18529_3262-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTTGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTCATTGTTACTGCTCATGATTTTATTATAAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATCGATTATTACCACTAATATTAGGAGCCCCTGACATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7075 Chironominae sp.  water mite diet isolate 7075-BHL032417-GBD18643_4164-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGGAGCTTGACCAGGTATAGTAGGAACTCCTTTAAGAATATTAATCCGACCGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAATTTTATAATGTAATTGTTAATGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7076 Chironomus riparius water mite diet isolate 7076-BHL032417-GBD21838_11156-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACATCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCACTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACCTTTACCCCCCTCCCATACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7078 Chironomus sp. water mite diet isolate 7078-BHL032417-GBD17134_12883-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCTTAATATTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCCTCTCTTACCCTACTTCTTTCTAGTTCATTAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7079 Chironomus riparius water mite diet isolate 7079-BHL032417-GBD10903_4420-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACAAAGCTTTTC

CCCCAATAAATAATATAAGTTTCTGATTTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL708 Polyphemus sp. water mite diet isolate 708-BHL072216-GBD20910_27131-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAAGAATTCTCATTCGTGCTGAATTAGGACAAGCAGGAAGATTAATTGGTGATGATCAAATTTATAACGTAATTGTAAC

TGCCCATGCTTTTGTTATAATTTTTTTTATAGTGATGCCTATTATTATTGGGGGGGTTTGGTAATTGACTTGTTCCTCTAAT

GTTAGGAGCTCCTGATATGGCTTTTCCTCGGTTAAATAATATAAGCTTCTGGTTCCTTCCTCCTGCTTTAACTCTTCTCTTA

GTTGGGGGGGCTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID GQ406859, identified in GenBank 

as Polyphemus pediculus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL7081 Chironominae sp. water mite diet isolate 7081-BHL032417-GBD27835_9832-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTATGAATATTAATCCGAACGGAATTAGGTCG

TCCTGGAACATTTATTGGTGATGACCAAATATATAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTTTTATGGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7082 Chironomus riparius water mite diet isolate 7082-BHL032417-GBD17255_2235-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTAATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCCTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGGAACCTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CACGAATAAATAATATAAGTTTCCGACTTTTTCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7084 Chironominae sp.  water mite diet isolate 7084-BHL032417-GBD11404_16547-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCCGGTATCGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATCAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTAATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTTATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATGACCACCATCTCTTACTTTATTACTAGCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7085 Chironomidae sp.  water mite diet isolate 7085-BHL032417-GBD11577_21821-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGT

ATAAAAAATATAAGTTTTTGGC-

TTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7086 Chironomus sp. water mite diet isolate 7086-BHL032417-GBD4414_11237-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAATT

AGGATGACCCGGAACTTTCATTGGAGATGAACAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATCCCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAAAATAAGTTTCCGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTACGTTCGGAGAAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7087 Chironomus riparius water mite diet isolate 7087-BHL032417-GBD25109_19770-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGAAGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCCATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTAACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTTACCCCCCACTCTAACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7088 Chironominae sp.  water mite diet isolate 7088-BHL032417-GBD13562_14636-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAATTGAGTTAGGCCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAACGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7089 Chironominae sp.  water mite diet isolate 7089-BHL032417-GBD11746_6293-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAAGAACTTCTTTAAGAATTTTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATACTGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTATTTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCCTTTCCACGAAT

AAATAATATAAGATTTTGAATATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7090 Chironominae sp.  water mite diet isolate 7090-BHL032417-GBD19403_23436-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGAGTTTGATTATTACCACCAACTCCTACTTAATCACTTTCAAGAAGAAGAGTAGAAAATGGAGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7091 Chironomus sp. water mite diet isolate 7091-BHL032417-GBD25364_8047-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACAACCCGGAACTCTCATTGGAGATGACCAAATTTATAATGGTGTAGTTACTGCACGTGCTTTTATTATATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACTGCCCTCTCTTACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7092 Chironominae sp.  water mite diet isolate 7092-BHL032417-GBD21192_17465-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTACAGT

AAGACCTATTTTAATTGGAGGAGTTGGAAATTGGTTATTACCACCAATATTAGGAGTCCCTGATATGGCTTGTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7095 Chironominae sp. water mite diet isolate 7095-BHL032417-GBD26907_11410-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGTTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCTTTAATATTAGGAGCCCCTGATATGGCTGTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTATCAAGAAGAGTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7099 Chironomus riparius water mite diet isolate 7099-BHL032417-GBD24659_15649-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACCTGCTTTTATTATAATTTTTTT

TCATAGTTATACCATTTTTAATTGGAGAATTCAGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGATTAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7102 Chironominae sp.  water mite diet isolate 7102-BHL032417-GBD5570_24245-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGAGCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGAC

ATCCTGGAACTTTTATTGGTGATGACCAAAGTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCATTTCCACGA

ATAAATAATATAAGATTTTGATTATTCCCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7103 Chironomus riparius water mite diet isolate 7103-BHL032417-GBD14082_14723-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGACCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGGTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTGATACTTGGATCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGCTTCTGACTTTTACCCCCCTCTCTGACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7104 Lebertia sp. water mite diet isolate 7104-BHL032417-GBD4548_8412-Ldc29 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGTATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAAATTTTTTCATAG

TTATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAAAAATCAGAGCCCCAGATATAGCTTTTCCCCGA

ATAAAAAATATAAGATTTTGAATTCTTCCTCCATCCTTAACTCTACTCCTAACAAGTTACTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7105 Chironominae sp.  water mite diet isolate 7105-BHL032417-GBD26710_6734-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCCTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTACTACCTCTAATATTAGGAGCCCCTGATATGGCTTTTCCGCGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTCTCAAGAAGAATAGTAGAAAATGGGGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7106 Chironominae sp. water mite diet isolate 7106-BHL032417-GBD27259_21641-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACAGAATTAGGACA

TCATGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGATCATGCTTTTATTATAATTTTTTTTTTATAG

TAATGCCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCATCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7107 Chironominae sp. water mite diet isolate 7107-BHL032417-GBD24745_25712-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTACGTATCTTTATCCGAACGGAATTAGGTCA

ACCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTTCCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7108 Chironominae sp.  water mite diet isolate 7108-BHL032417-GBD20723_5187-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATGTTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAAATATTATTCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCCCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGTAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTATTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7109 Chironomus sp. water mite diet isolate 7109-BHL032417-GBD27463_19125-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTAACTGCACATGCTTTTACTATAATTTT-

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCATCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTACTACTTTCTAGATCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7111 Cryptochironomus sp. water mite diet isolate 7111-BHL032417-GBD25417_19755-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGAAACTTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTCACAGCTCATGCTTTTATTATAATTTTTTTTCATG

GTTATACCATTTTTAATTGGAGGATTTGGAAATTGATAAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCG

AATAAATAATATAAGATTTTGACTATTACCCCCATCCTTAACTCTTCTTCTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7113 Chironomus sp. water mite diet isolate 7113-BHL032417-GBD14613_16629-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCTAGCAGAATT

AGGACGACCCGAACCTTTCATTGGAGATGACAAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCTCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTTCTAGTTATTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7116 Chironominae sp. water mite diet isolate 7116-BHL032417-GBD4915_21933-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTGTTTAAGAATATTAATTCGAATGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTACTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTATTTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7117 Chironomus riparius water mite diet isolate 7117-BHL032417-GBD7688_9248-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGGACTTTCATTGGATATGACCAAATTTACAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCATTTTTAATTGGAGGTTTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7118 Cryptochironomus sp. water mite diet isolate 7118-BHL032417-GBD17037_28070-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAGCAGAATTAGGACGA

CCAGGAACTTTTATTGGAGACGACCAAATTTATATTGTAATTGTAACAGCTCATGCCTTTATTATAATTTTTTTCATAGTTA

TACCATTTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATAATGGTAGCCCCAGATATAGCCTTTTCCCCGAATA

AATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7120 Chironominae sp.  water mite diet isolate 7120-BHL032417-GBD14348_8071-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTATTCCGAACGGAATTAGGTC

ATCCTGTAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGTAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGTACCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTACTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7121 Chironomus sp. water mite diet isolate 7121-BHL032417-GBD23046_4490-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGTTGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAA-

TTTTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCATCTGACATAGC

TTTTCCACGAATAAATAATATAAGATTCTGACTATTACCCCCCTCTCTTACCCTACTTCTTTCTAGTGCTTTCGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7123 Chironominae sp.  water mite diet isolate 7123-BHL032417-GBD12551_4432-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCAAC

CTGGAACATTTCTTGGTGATGACCAAATTTATAATATAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTCTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7124 Chironomus riparius water mite diet isolate 7124-BHL032417-GBD11888_26799-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGTAACTTCATTAAGATTGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTGCTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGAATTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCTAATAAATAGTATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7128 Chironominae sp.  water mite diet isolate 7128-BHL032417-GBD22618_14770-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGTCCAAATTTACAATGTAATTGCTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCAATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTTCTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7129 Lebertia sp. water mite diet isolate 7129-BHL032417-GBD18249_15966-Ldc29 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACTCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAATGACCAAATTTACAATACAATTGTAACTGCTCACGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGGTTTGAAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATAAAGCTTTTCCACGA

ATAAAAAAAATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTTCTTCTAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7130 Chironominae sp.  water mite diet isolate 7130-BHL032417-GBD29347_18001-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATATTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTGTAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATAATGAGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTGCAAGAAGAATAGTATAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7131 Chironominae sp. water mite diet isolate 7131-BHL032417-GBD16407_15925-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTCGGAGCTTGATCAGGTATAGTAGGGACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTCCCACTAATATTAGGTGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACTATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7137 Chironomus riparius water mite diet isolate 7137-BHL032417-GBD18298_28250-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTGTTTTTGGGGCTTGATCCGGAATAGTCGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCATGATACTTGGAGCACCTGACATAGCTTGT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTTTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACGGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7138 Chironomus riparius water mite diet isolate 7138-BHL032417-GBD18160_5591-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTGATTCGAGCAAAATT

AGGACGACCCTGAACTCTCATTGGAGATGACCAAATTTATAATGGTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCCTCTTTCTCGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7139 Chironominae sp.  water mite diet isolate 7139-BHL032417-GBD3237_15497-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAGCTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGAGATGACCAAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCTCCTGGTGTGGCTGTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL714 Chironomidae sp. water mite diet isolate 714-BHL072216-GBD8173_13681-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTA

TTCGAGCAAAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACTACCCACGCATTT

ATTATATTTTTTTTTCATAGTGATGCCTATTATAATTGGGGGGTTTGGTAATTGACTTGTTCCTCTAATGTTAGGAGCTCCT

GACATGGCTTTTCCTCGGTTAAATAATTTAAGTTTCTGATTCCTTCCTCCTGCTTTAACTCTT

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID DQ648208, identified in GenBank 

as Chironomus whitseli. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7143 Chironominae sp.  water mite diet isolate 7143-BHL032417-GBD24837_25680-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTATGAACTTCTTTAAGAATATTAATCCTAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATAACTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTGTTCCACGAAT

AAATAATATAAGATTTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7144 Chironominae sp.  water mite diet isolate 7144-BHL032417-GBD13135_19128-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAATAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTCTAATTGGAGGAGTTGGAAATTGGTTATTACCACTAATGTTAGGAGCCCCTGATATGGTTCTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTCTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7145 Chironominae sp.  water mite diet isolate 7145-BHL032417-GBD27248_22828-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATCTATAATGTAGTTGTTACTGCACATGCTTTTAGTATAATTTTTTTAATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATAACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7146 Chironominae sp.  water mite diet isolate 7146-BHL032417-GBD21870_27006-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTTGGAGCTTGATCCGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAACGTAATTGTTACTGTTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTTCCACTAATATTGGGAGCCCCTGATATGGCTTTTCCACGAAC

AAATAATATAAGATTTTGATTATTACCACCATTCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7147 Chironominae sp.  water mite diet isolate 7147-BHL032417-GBD6348_16260-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGAAATTAGGTCAT

CCTGGAACATTTATTGGTGGTGACCAAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCATTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACCATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7149 Chironominae sp.  water mite diet isolate 7149-BHL032417-GBD23500_11519-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCCTGATCAGGTATAATAGGAACTTCTTTAAGCATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGAACAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCACCTGGTATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCAGCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL715 Polyphemus sp. water mite diet isolate 715-BHL072216-GBD2776_17702-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAAGAATTCTCATTCGTGCTGAATTAGGACAAGCAGGAAGATTAATTGGTGATGATCAAATTTATAACGTAATTGTAAC

TGCCCATGCTTTTGTTATAATTTTTTTTTATAGTTATGCCTATTATAATTGGGGGGTTTGGTAATTGACTTGTTCCTCTAAT

GTTAGGAGCTCCTGATATGGCTTTTCCTCGGTTAAATAATATAAGTTTCTGATTCCTTCCTCCTGCTTTAACACTACTACTA

GCTGGGGGGGCTGCTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID GQ406884, identified in GenBank 

as Polyphemus pediculus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL7151 Chironominae sp.  water mite diet isolate 7151-BHL032417-GBD21164_7650-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTCTTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGTAAATTGTTTATTACCACTAATATTAGGAGCCCCTGAGATGGCTTTTCCACGAAT

AAATAATTTAAGATTTTGATTATTACCACCATCTCTTACTTAATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7153 Chironominae sp. water mite diet isolate 7153-BHL032417-GBD12061_17580-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTTGGAACTTCTTTAAGAATTTTAATCCGAACTGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTTTAATGTAATTGTTACTGCTCATGCTTTTATTATCATTTTTTTTCATAGT

AATACCTATTTTAATTGGAGGGTTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7154 Chironomus sp. water mite diet isolate 7154-BHL032417-GBD12716_16333-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTTGGAGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCAGATGCTTTTATTATAATTTT-

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7156 Chironomus sp. water mite diet isolate 7156-BHL032417-GBD8482_20668-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGTATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTGTCCCAATTTTAATTGGAGGATGCGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAGCTTTTC

CTCGAATAAATAATATAAATTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTTCTAGTTCTTTCGTAGAAAAGGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7157 Chironominae sp. water mite diet isolate 7157-BHL032417-GBD18756_12539-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATTTTAATCCGAGCGGAATTAGGTCA

TCCTGGTTCATTTATTGGTGATGAACAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATCGATTATTACCACTAATATTAGGAGCCCCTGATATAGCATTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7159 Chironominae sp. water mite diet isolate 7159-BHL032417-GBD20368_20506-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTTCTTCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGAATTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTAATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGAAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7160 Chironomus riparius water mite diet isolate 7160-BHL032417-GBD7504_4344-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTCTT

TCATATTTATACCAACTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGATTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACTTTAGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7161 Chironominae sp. water mite diet isolate 7161-BHL032417-GBD18109_26682-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGACAAC

CAGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCTCTAATATTAGGAGCCCCTGATATAGCTTTTCCCCGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7164 Chironominae sp. water mite diet isolate 7164-BHL032417-GBD14921_5001-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGAGCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTTCAACATTTATTGGTGATGACCAAATTTAGAATGTAATTGTTACTTCTCATGCTTTTTTTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7166 Chironominae sp.  water mite diet isolate 7166-BHL032417-GBD18521_6008-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGCACTTCTTTAAGAATTTTAATCCGACTGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATATTGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGACCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

TGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7167 Chironomidae sp. water mite diet isolate 7167-BHL032417-GBD20303_18085-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATTAGAGCCCCAGATATAGCTTATC

CACGAATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTACCAAGTTCCTTTACAGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7171 Chironominae sp.  water mite diet isolate 7171-BHL032417-GBD2247_11966-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTTTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGAACAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATCATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCACTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTGTTACTTTCAAGAATAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7172 Chironominae sp.  water mite diet isolate 7172-BHL032417-GBD10117_2974-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATACTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAGCTGAATTAGGTCAT

CCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTCTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCACCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR769900, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7174 Chironominae sp.  water mite diet isolate 7174-BHL032417-GBD15389_18369-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGACCGGAATTAGGTCA

TCCTGGTACATTTATTGGTAATGACCAAATTTATAATGTAATTGTTACTGCTAATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGTACCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAGGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7175 Chironominae sp. water mite diet isolate 7175-BHL032417-GBD13799_28969-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGACATTGGTTATTACCACTAATATTAGGAGCCTCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCCCCATCTCTTACATTATAACAATCAAGAAGAATAGTAGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7176 Chironomus sp. water mite diet isolate 7176-BHL032417-GBD10781_23077-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCTTAATACTTGGAGTACCTGACATAGCTTTTC

CTCGAATAAATAACATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTATCTAGTAGATTAGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7178 Lebertia sp.  water mite diet isolate 7178-BHL032417-GBD8037_7229-Ldc29 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCAGGTATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACAACCAGG

CTCACTCCTAGGAAGTGACCAATTTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGTAATACCA

ATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAATAAATAA

TATAAGATTTTGACTTCTTCCTCCATCCTTAACCCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7179 Chironominae sp.  water mite diet isolate 7179-BHL032417-GBD7195_24098-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGATATAGTAGGAACTTCTTTAAGATTATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGAATATTACCACCATCTCTGACTTTATTACTTTCAAAGAGAATAGTAGAAAATGGAGCTGGGA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7180 Chironominae sp.  water mite diet isolate 7180-BHL032417-GBD15649_6069-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCAT

CCTTGAACATTTATAGTTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTCTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTGCTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7182 Chironomus sp. water mite diet isolate 7182-BHL032417-GBD17745_6853-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCACTGGAGACGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTTGGAAATTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCATCTCTTACCCTTCTTCTTTCTAGTACATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7191 Chironomus sp. water mite diet isolate 7191-BHL032417-GBD14612_24009-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTTGGAGCTTGATCAGGGCTATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTA

GGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTT-

TTCATAGTTATACCAATTTTTATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGAATCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7192 Chironomus sp. water mite diet isolate 7192-BHL032417-GBD20672_12258-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCAGAATTA

TGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTCGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGGTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7194 Neoptera sp. water mite diet isolate 7194-BHL032417-GBD15839_6067-Ldc29 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGATCATTATAATTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGA

ATATTAATCCGAACGGAATTAGGTCATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCAT

GCTTTCGTTATAATTTTTTTCATAGTAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGA

GCCCCAGATATAGCTTTTCCACGAATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTATATCAAGTT

CCTTTACTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID MF458986, identified in GenBank 

as Patrobus longicornis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7196 Chironominae sp.  water mite diet isolate 7196-BHL032417-GBD17523_16098-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATCATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGATATTGGTTATTACCACTATTATTAGGATCCCCTGATATGGCTTTTCCACAAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7197 Chironominae sp.  water mite diet isolate 7197-BHL032417-GBD14416_3032-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTTGAACATTTATTGGGTATGACCATATTTATAATGTAATTGTTACTTCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAGTA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACC

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7202 Chironominae sp.  water mite diet isolate 7202-BHL032417-GBD5914_9651-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTTGGAGCTTGCTCAGGGATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAGCATTTATTGGTGATGACCAAATTTATAACGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTATCATCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7204 Chironomus sp. water mite diet isolate 7204-BHL032417-GBD19515_13580-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAA-

TTTTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCATCTGACATAGC

TTTTCCACGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCATACTCTACTTCTTTCAAGTACAATCGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7205 Chironominae sp.  water mite diet isolate 7205-BHL032417-GBD29222_16745-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCTGAACGGAATTAGGTCA

TCCTGGAACATTTTTTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTCTCAAGAAGAAATATTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7206 Chironominae sp.  water mite diet isolate 7206-BHL032417-GBD8203_19565-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTATGAATATTAATCCTAACGGTATTAGGTCA

TCCTGAAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTATGAGTCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCGGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7208 Chironomus riparius water mite diet isolate 7208-BHL032417-GBD15622_13909-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGTGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGATACTGCACATGCTTTTATTATAATTTTTT

TCATAGTGATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTACCCCTAATACTTGGAGCACCTGACATAGCTTTT

CCGCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7210 Chironomus riparius water mite diet isolate 7210-BHL032417-GBD21211_6589-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AAGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTGACAAAGCTTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7212 Chironominae sp. water mite diet isolate 7212-BHL032417-GBD10076_26142-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTATGTACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCGTGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACAACTAATATTATGAGCCCCTGATATGGCTTTTCCACGAAA

AAACAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTAATTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7213 Chironomus sp. water mite diet isolate 7213-BHL032417-GBD18982_12134-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATAGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAA-

TTTTTTCATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGACTTGTTTCCCTTATACTTGGAGCATCTGACATAGC

TTTTCCTCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7215 Chironominae sp. water mite diet isolate 7215-BHL032417-GBD8062_21214-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCCGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTCA

TCCTGGCACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATGCCTATTTTAATTGGAGGCTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTTCTGTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7218 Chironominae sp. water mite diet isolate 7218-BHL032417-GBD15275_2208-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACTTCTTTAAGAATATTAATCCGAACTGAATTAGGTCATC

CTGAAACATTTATTGGTTATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAAT

ACCTATTTTAATTTGAGGGTTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAA

TAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGTATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL722 Chironomus sp. water mite diet isolate 722-BHL072216-GBD15583_5181-Arr96 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTTTATTTGGTATTTGAGCAGGGATGGTAGGGACTTCTTTAAGAATTCTCATTCGGGCTGAATTAGGACAA

GCAGGAAGATTAATTGGTGATGATCAAATTTATAATGTAGTAGTAACTACCCACGCATTTATTATATTTTTTTTTCATAGT

TATACCAATTCTAATTGGTGGTTTTGGTAATTGAATTGTACCCTTAATATTAGGAGCCCCAGATATGGCTTTCCCCCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACTCTTTTACTTTCTAGTTCATTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID MF708883, identified in GenBank 

as Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7221 Chironominae sp.  water mite diet isolate 7221-BHL032417-GBD14956_28282-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCATGGATAGTAGGGACTTCTTTTAGAATATTAATCCGAACGGAATTAGGTCG

TCCTGGAACATTTATTGGTGATGACTAAATTTATAATGTAATTGTTACTTCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7222 Chironomus sp. water mite diet isolate 7222-BHL032417-GBD2262_18235-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGCTCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACAAAATTTATAATGTTGTCGTTCCTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGAATTCAGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7223 Chironominae sp.  water mite diet isolate 7223-BHL032417-GBD26568_9885-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTATGACTATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGTTTATTACCACTAATATTAGGAGCCCCATGATATGGCTTTTCCACGAAT

AAATAATATAAGAGTTTGATTATTACCACGATCGCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7224 Lebertia sp. water mite diet isolate 7224-BHL032417-GBD5215_22282-Ldc29 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAATAACGCTAATTCGACTTGAATTAGGAC

AACCAAGGTCACTCATAGGAAGTGAACAAATTTACAATACAATTGTAACTTCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAAAAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAGGATTTTGACTTCTTCCCCCATCCTTAACTCTACTTCTATCAAATTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7225 Chironominae sp.  water mite diet isolate 7225-BHL032417-GBD27521_14117-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTTGGTGCTTGATCAGGTATAGTAGGAACTTCTTTAAGATTATTAATGCGAACGGAATTAGGTC

ATCCTGGTACATTTATTGATGATGACCAATTTTATAATGTAATTGTTCCTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7227 Chironominae sp.  water mite diet isolate 7227-BHL032417-GBD13959_17998-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTAATTTTGGAGCTTAGTCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCAC

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAACAA

ATAATATAAGATTTTGATTATTACGACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7228 Lebertia sp. water mite diet isolate 7228-BHL032417-GBD25086_20497-Ldc29 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTGATAATCAGAGCCCCAGATATAGCCTTTCCACGAG

AAAAAAAAATAAGAATTTGACTTCTTCCCCCATCCTTAACTCTACTTCTATCAAGGTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7229 Chironominae sp.  water mite diet isolate 7229-BHL032417-GBD13249_12339-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCACTATATTTTATTTTTGGATCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATGTTAATTCGAACTGAATTATGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7232 Lebertia sp. water mite diet isolate 7232-BHL032417-GBD12430_12835-Ldc29 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTATTTTGTTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATATAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAAAAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

AAAAATAATATAAGATTTCGGCTTCTTCCTCCATCCTTAACTCTTCTTCTAACAAGTTCCATTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7238 Chironomus sp. water mite diet isolate 7238-BHL032417-GBD6419_12483-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7240 Chironominae sp.  water mite diet isolate 7240-BHL032417-GBD13435_4599-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTAGGAGCTTGAGCAGGTATAATAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAATTTTAGAATGTAATTGTTACTGCTCATGCTTTTATTATATTTTTTTTAATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7246 Chironominae sp. water mite diet isolate 7246-BHL032417-GBD12157_7883-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTCTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACCAATATTGGGAGCCCCTGAAAAGGCTTTTCCACCAA

AAAATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7249 Chironominae sp.  water mite diet isolate 7249-BHL032417-GBD3607_10407-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTATGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTAGATTATGACCACCAAGGCTTACTTAATTACTTGCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7251 Chironomus sp. water mite diet isolate 7251-BHL032417-GBD17991_14803-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATCTAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTC

C-

TAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCATCTGACATAGCTTTTCCTC

GAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTGCATTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7254 Chironomus sp. water mite diet isolate 7254-BHL032417-GBD4495_12925-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAAGTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTT-

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTGGTCCCCCTAATACTTGGAGCATCTGACATAGCTTTT

CCTCGAATAAATAATATAAGGTTCTGACTTTTACCCCCCTCTCTTACTCTGCTTCTTGCGAGTACTTTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7256 Chironomus sp. water mite diet isolate 7256-BHL032417-GBD2295_14717-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAAATTTATACATTATTTTGGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGAACAAAATTTATAATGTTGTAGTTACTGCACATGCTTTTTTTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATAGCTTGT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTCCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7260 Chironominae sp.  water mite diet isolate 7260-BHL032417-GBD13635_22591-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATCTTTTATTTTTGGAGCTTGATCAGGTATAGTAGTAACTTCTTTATGTATATTAATCCGAACGGAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTAGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGAGTTTGATAATTACCACCATCTCTTACTTAATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7261 Chironomus riparius water mite diet isolate 7261-BHL032417-GBD13306_2902-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATCATTTTTGGGGCTTGATCCGGGATAGTGGGAACTGCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGAGACTGCACATGCTTTTATTATAATTTT-

TTCATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7266 Chironominae sp. water mite diet isolate 7266-BHL032417-GBD7896_21410-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAGTTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTCAATTGGAGGATTTTGAAATTTGTTATTACCACTAATATTAGGTGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTACTATCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7268 Psectrocladius sp.  water mite diet isolate 7268-BHL032417-GBD29267_14489-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTTTATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAATTTGATTATTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTGCCCCCGTCATTAACTTTACAATTAGCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7274 Chironominae sp. water mite diet isolate 7274-BHL032417-GBD17921_26724-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTTATGACCAATTTTATAATGTAATTGTTACTGCTAATGCTTTTTTTATAATTTTTTTTTATAGTA

ATACCGATTTTAATTGGAGGATTTGGAAATTGGTTATTTCCTCTAATATTAGGAGCTCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7275 Chironominae sp. water mite diet isolate 7275-BHL032417-GBD11944_13277-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCA

CCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCATGATATGCCTTTTACACGAAT

AAAAAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7276 Chironominae sp.  water mite diet isolate 7276-BHL032417-GBD11796_4897-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGAAATTAGGTCA

TCATGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGGTACTGCTCATGCCTTTATTATAATTTTTTTTTATAGT

AATTCCTATTTTAATTGGAGGAATTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACGACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7283 Chironominae sp. water mite diet isolate 7283-BHL032417-GBD25138_16865-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGGTCAGGTATTGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCCTGCTTTTATTTTAATTTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCTCATGATATGGCATTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7284 Chironominae sp. water mite diet isolate 7284-BHL032417-GBD19363_19504-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATTCGAACGGAATTAGGTCAT

CCTGGAACATTTTTTGGTAATGATCAAGTTTATAATGTCATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACCTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7290 Chironomus riparius water mite diet isolate 7290-BHL032417-GBD6984_15895-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACATTATTTTTGGGGCTCGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAACAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATATTGTTGTAGTTACTGCACATGCTTTTAATATAATTTT-

TTCATAGTTATACCAATTTTAATTGAAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7292 Chironominae sp.  water mite diet isolate 7292-BHL032417-GBD13461_15406-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTCTTGGAGCTTGATCAGGTATAGTAGGAACTCCTTTAAGTATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATACTGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGTCCCTGATATGGCTTTTCCACGAAC

AAATAGTATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7293 Chironominae sp. water mite diet isolate 7293-BHL032417-GBD19473_26392-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTATGGAGCTTGATCAGGTATAGTATGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATCGGTGATAACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTATGTACCCCTGATATGGTTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7296 Chironominae sp.  water mite diet isolate 7296-BHL032417-GBD11558_27835-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTATTTTTGGAGCTTGATCAGTTATAGTAGGAACTTCTTTAAGACTATTAATCCGAACGGAATTAGGTC

ATCATGGAACATTTATTGGTGATGTCCAATTTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGACATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCTAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7298 Chironomus sp. water mite diet isolate 7298-BHL032417-GBD26519_21339-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCAGATGCTTTTATTATAA-

TTTTTTCATAGATATACCAATTTTTATTGGAGGATTCGGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGATATAG

CTTTTCCTCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCACTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7299 Chironomus sp. water mite diet isolate 7299-BHL032417-GBD12633_9417-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTATGTATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTGTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCATCTTCTTGCTAATACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL730 Chironomus riparius water mite diet isolate 730-BHL072216-GBD8375_9501-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTGTTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTTCTACTATCTAGTTCTTTCGTAGAAAATGGAA

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7302 Chironomus sp. water mite diet isolate 7302-BHL032417-GBD18121_11996-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACACTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGTAACTTTCATTGGAGATGACGAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATATCTTTTC

CTCGAATAAATAATATAAATTTCTGACTTTTACTCCCCTATCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7303 Chironominae sp.  water mite diet isolate 7303-BHL032417-GBD28168_12356-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGCAGGAAATTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGGTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTTGTTATTACCTCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAAAAGACTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7305 Chironominae sp.  water mite diet isolate 7305-BHL032417-GBD8014_17501-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATCGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AGTACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTAGCACTAATATTAGGAGCACCTGATATGGCTGTTCCACGAA

TAAGTAATATAAGATTTTGATTATTACCCCCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7308 Chironominae sp.  water mite diet isolate 7308-BHL032417-GBD28495_16855-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATCTTTTATTTTTGGCGCTTGATCAGGTTTAGTAGGTACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCATC

CTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAACCCCTGATATGGCTTTGCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTGCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7309 Lebertia sp. water mite diet isolate 7309-BHL032417-GBD27142_19669-Ldc29 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATACTTGGAGCTTGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCATTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTTGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGTTATAGCCTTTCCACGA

AAAAAAAATATAAGATTTTGACTTCTTCCTCCATCCATAACTCTACTTCTAACAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7312 Chironominae sp.  water mite diet isolate 7312-BHL032417-GBD24636_5629-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTTGGAGCTTGCTCAGTTATAGTAGAAACTTCTTTAAGATTATTAATCCGAACGGAATTAGTTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAAGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

GATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7313 Chironominae sp. water mite diet isolate 7313-BHL032417-GBD26574_16506-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTT-

GGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTTATCCGGACGGGATTAGGTCATCCTTGAACATTTATTGG

TGATGACCAAATTTTTAATGTAATTGTTACTGCTTATGCTTTTTTTATAATTTTTTTTTTATAGTAATACCTATTTTAATTGG

AGGATTTGGAAATTGGTTATTACAACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTT

GATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7315 Chironomus riparius water mite diet isolate 7315-BHL032417-GBD22264_14369-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

ATGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATATTGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTTT

CATAATTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCGTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7316 Chironomidae sp. water mite diet isolate 7316-BHL032417-GBD28309_11068-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTATATTTTTGGAGCTTGATCAGGTATAGTAGGAATTTCTTTAAGAATATTAATCCGAACGGATTTAGGTCATC

CTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAATAA

ATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID KR167490, identified in GenBank as 

Tanytarsus mendax. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7317 Chironominae sp.  water mite diet isolate 7317-BHL032417-GBD20166_4960-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTGTATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATAGTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGAGTTTGATTATTCCCACCATCTCTTTCTTTATCACTTTCACGAAGAATAGTAGAAAATGGCGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7318 Chironomus riparius water mite diet isolate 7318-BHL032417-GBD24569_18105-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAAT

TAGGACTACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGACTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTAACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCTTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7320 Chironomus sp. water mite diet isolate 7320-BHL032417-GBD19899_7883-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAGCTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTT-

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCATCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACACTTCTACTATCTAGTTCTATCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7322 Chironomus riparius water mite diet isolate 7322-BHL032417-GBD22103_22387-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTT-

GGGGCTTGATCCGGAATTGTGGGAACTTCATTTAGAATGCTTATTTGAGCCGAATTTGGACGACCCAGAACTTTTCATTG

GAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGTTATACCAATTTTACTTGG

AGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCT

GACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7324 Chironominae sp. water mite diet isolate 7324-BHL032417-GBD26205_24472-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTTTTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTCCCACTAATATTAGGAGCCCCTGATATGGCTTCTCCACGAAT

AAATAATATAAGATTTTGATTAGTACCACCATCGCTAACTTTAGTACTTGCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7325 Lebertia sp. water mite diet isolate 7325-BHL032417-GBD5311_17348-Ldc29 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGTAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGCCTCACTCCTAGGAAGTTACTCAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGTTTTGGAAACTGAATAGTTCTACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGAA

TAAATAATATAAGAGTTTGACTTCTTCCTCCATCCTTAACTCTACATCGATCAAGTTCCTTTACAGGAAAATGGGGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7326 Chironominae sp. water mite diet isolate 7326-BHL032417-GBD18699_28782-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTTATTTTTGGAGCTTGATCCGGTATAGTAGGAACTTCATTAAGAATATTAATTCGAACGGAATTAGGCCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTAATTTCTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7327 Cryptochironomus sp. water mite diet isolate 7327-BHL032417-GBD13385_23349-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTGGAGCTTGATCAGGTATATTAGGAACCTCATTAAGTATATTACTTCTAGCAGAATTAGGACGA

CCAGGAACTTTTATTGGAGACGACGAAATTTATAATGTAATTGTAACATCTCATGCTTTTATTATAATTTTTTTCATGGTTA

TACCATTTTTAATTGGAGGATTTGGAAACTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCGAATA

AATAATATAAGATTTTGACTTTTACCCCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7329 Chironominae sp. water mite diet isolate 7329-BHL032417-GBD9462_25141-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGGCAT

CCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTTATGCTTTTATTATAATTTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATAGCATTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7330 Chironomidae sp. water mite diet isolate 7330-BHL032417-GBD22724_9739-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTGGAGGGTTAGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTAGATTATTTCCCCCGTCATTAACGTTATTATTATCGAGCTCTCTAGTTGAGAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7331 Chironominae sp.  water mite diet isolate 7331-BHL032417-GBD18308_19378-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGCCCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATATCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCACTGAGATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCAGCGCTTACTTTATTACTTTCAAGAAGAAGAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7335 Chironominae sp. water mite diet isolate 7335-BHL032417-GBD28108_21376-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGGAATTGATTATTACCACTAATATTAGGAGCCCCAGATATAGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCCCCCTCTCTTACTTTATAACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7338 Chironomus riparius water mite diet isolate 7338-BHL032417-GBD18630_19298-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

ATGACGACCCGGAACTTTCCTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT-

CATTGTTATACCAATTTTAATTGGAGGATTCGGGAACTGACTTGTTCCCCTAATACTTGGAGCATCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTGTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7347 Chironominae sp.  water mite diet isolate 7347-BHL032417-GBD27803_11711-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTGTGGAGCTTGATAAGGTATAATAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTTCCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTAACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7355 Chironominae sp.  water mite diet isolate 7355-BHL032417-GBD20724_21125-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGACATC

CTGGAACATTTCTTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAAT

ACCTATTTTAATTGGAGGATTTGGAAATTAGTTATTACCGCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCTCATACTTTATTACATTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7365 Chironominae sp.  water mite diet isolate 7365-BHL032417-GBD14600_2743-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCAGTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAAGTAGGTC

AGCCTGGAACATTTATTGGTTAGGTCCATATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCACTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7369 Chironomus sp. water mite diet isolate 7369-BHL032417-GBD23328_13872-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGTTTGATCCGGAGTAGTGGGAACTTCATTAAGAATGCTTACTCGAGCGGAATT

AGGACGACCCGGAACATTCATTGGAGATGGCCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTT-

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCAACTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTGCTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL737 Chironomus sp. water mite diet isolate 737-BHL072216-GBD23416_5317-Arr96 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACATTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTAACTGCCCACGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGTTTTGGTAATTGACTTGTACCCTTAATATTAGGAGCCCCAGATATGGCTTTCCCC

CGAATAAATAATATAAGTTTTAGACCACTTCCCCCTACTCCTACACTTTAACAATCTAGTGCATTCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7370 Chironomus riparius water mite diet isolate 7370-BHL032417-GBD18213_5424-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCATATTTAGAATGGTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCCCCTGACATAGCTTTTCC

TCGCATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7380 Chironominae sp.  water mite diet isolate 7380-BHL032417-GBD5751_22861-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATGTTATTGTTGAAGCTTGATAAGGTATAGTAGGAACTTCTTTAGGAATATTAATCCGAACGGAATTAGGTG

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTGATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7381 Chironominae sp.  water mite diet isolate 7381-BHL032417-GBD24028_12341-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCCTGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCTTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGTTTATTACCACCATCTCTTACTTTACTACTTTCAAGAACAGTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7382 Chironomus riparius water mite diet isolate 7382-BHL032417-GBD22734_5960-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTATGGGGCTTGATCCGGAATGGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTAAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACCTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7384 Chironomus sp. water mite diet isolate 7384-BHL032417-GBD28021_20209-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATATATTATTTTTGGGGTTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTATTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTGATACTTGGAGCACCTGACATGGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTATTCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7389 Chironominae sp. water mite diet isolate 7389-BHL032417-GBD20774_4205-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTATTTTGGGAGCTTGCACAGGTAGAGTAGGAACTTCTTTAAGAATATTAATCAGCACGGAATTAGGT

CATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATGTTGATTATTACCATCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7396 Chironomus sp. water mite diet isolate 7396-BHL032417-GBD20451_12430-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATT

AGGACGACCGGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAA-

TTTTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCATCTGACATAGC

TTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTGCTTCTATCTAGTACATTAGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7397 Phaenopsectra sp.  water mite diet isolate 7397-BHL032417-GBD14529_12482-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTTAGTATATTAATTCGAGCTGAATTAGGTC

GCCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTACTTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCTCCAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCTTCTTTAACTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR293527, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7401 Chironominae sp.  water mite diet isolate 7401-BHL032417-GBD8346_26209-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATAATTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATATTGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTT-

ATAGTAATACCTATTTTAATTGGAGGATTTAGAAATTGGTTATTACCACTAATATTAGGATCCCCTGATATGGCTTTTCCA

CGAATAAATAATATAGGATTTTGATTATTACCACCATCTCTTACTTTATTACCTTTAAGAAGAATAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7402 Chironomus sp. water mite diet isolate 7402-BHL032417-GBD16722_8857-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAA-

TTTTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAGG

TTTTCCTCAAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCTTACACGACTGCTGTCTAGTTCTTGCGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7406 Chironominae sp. water mite diet isolate 7406-BHL032417-GBD28217_17798-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGATCTTCTTTAAGAATATTAATCCGAACGGAATTAGGTGA

TCCTGGAACATTTATTGGTGATGAACAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATGATTTTTTTTTTATCG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCAATAATATTAGGAGCCCATGATATGGCTTTTCCACGA

ATAAATAATATAAAATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7407 Chironomus riparius water mite diet isolate 7407-BHL032417-GBD16540_4330-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGGTACTGCACATGCTTTTATTATAA-

TTTTTTCATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCACCAAATACTTGGAGCATCTGACATAGC

TTTTCCTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATG

GAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7408 Chironominae sp. water mite diet isolate 7408-BHL032417-GBD13090_2115-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGTATATTAATTCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCATTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCACTAACTTTATTACTAGCAAGAAGAATAGGAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7412 Chironominae sp. water mite diet isolate 7412-BHL032417-GBD11674_23918-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTTATTCGAACGGAATTAGGTCA

ACCAAGAACTTTTATTGGTGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCGATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7415 Chironominae sp. water mite diet isolate 7415-BHL032417-GBD18107_22061-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATTCGAACGTAATTAGGTCA

TCCTGTAACATTTATTGGTGATGACCAAATTTATAATGTCATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGTTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGAGTTTGATTATTACCACCGTCTCTAACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7416 Lebertia sp. water mite diet isolate 7416-BHL032417-GBD5845_20615-Ldc29 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATTAGGAC

GACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAAATGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGTCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACATCTTCCTCCATCCTTAACTCTACTTCTATCAAGCTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7417 Chironominae sp.  water mite diet isolate 7417-BHL032417-GBD26760_20920-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTTTATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTTAGAATATTAATTCGAGCGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTAATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATAATTACTACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7418 Chironomus sp. water mite diet isolate 7418-BHL032417-GBD23579_16724-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGCGCATAATTA

GGACGACCCGGAACTTTCATTGGAGATAACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTTTTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTGCTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7419 Chironominae sp. water mite diet isolate 7419-BHL032417-GBD5212_7844-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGAATACTTATTCGAACAGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAACATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTATCACCATCTCTTACTTTATTACTTTCAAGAAGATTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7425 Chironominae sp.  water mite diet isolate 7425-BHL032417-GBD19528_26658-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGGAGCTTGATCGGGTATAGGAGGAACTTCTTTAAGAATATTAATCCGAACGAAATTAGGTC

ATCCGGGAACTTTTATTGGTGATGACAAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCCCTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7428 Chironomus riparius water mite diet isolate 7428-BHL032417-GBD5982_12298-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGTTTGATCCGGAATAGCGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTTTTATAATTTTTTT

CATAGTTATACCAATTTAAATTGGAGGATTCGGAAACTGACTTGTCCCTCTGAAACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTATTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7430 Cryptochironomus sp. water mite diet isolate 7430-BHL032417-GBD12518_13411-Ldc29 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACT

ACCAGGAACTTTTATTGGAGAAGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGT

TATACCAATTTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTAATACTGGGAGCCCCAGATTTAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTAACTCTACTTCTTTAAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7431 Chironomus sp. water mite diet isolate 7431-BHL032417-GBD25724_23431-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTACCTGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAGTAAATAATATAAGTTTCCGACTTTTACCCCCCGCGCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7432 Lebertia sp. water mite diet isolate 7432-BHL032417-GBD21439_7692-Ldc29 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAAATGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATAAAGCTATTCCACGA

AAAAAAAAAATAAGATTTTGACTTCTTCCCCCAGCCATAACCCTACTTCTAACAAGGTCCTTTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7434 Chironominae sp. water mite diet isolate 7434-BHL032417-GBD29402_12686-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTGG-

GCTTGATCAGGTATTGTAGGAAATTCTTTTAGAATTTTTATCCGGTCGGGATTTGGTCATCCTGGAACATTTATTGGTGAT

GACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAATTGGAGGAT

TTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGATTAT

TACCACCATCTCTTACTTTATTACGTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7435 Chironominae sp.  water mite diet isolate 7435-BHL032417-GBD21657_23350-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGTTAATGACCAAATTTATAATGTAATTGTTACTGGTCATGCATTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAAATGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGGAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7436 Chironomus sp. water mite diet isolate 7436-BHL032417-GBD18709_21008-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCGGGAACTTTCATTGGAGATGACCAATTTTATATTGTTGTAGTTACTGCACATGCTTTTATTATAATTTT-

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCATCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCCTCTACTTTCCAGTTCTTTCGTAGAGAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7437 Chironominae sp.  water mite diet isolate 7437-BHL032417-GBD19027_28390-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACTAAATTTATAATGTAATTGTTACTGCTTATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAAGAGTTGGAAATTGATTATTACCCCTAATATTAGGAGCCCCTGATATGGTTTTTCTACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL744 Chironomus sp. water mite diet isolate 744-BHL072216-GBD23824_12519-Arr96 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTCTTTACATTATTTTTGGTGCTTGATCCGGAATGGTAGGGACTTCTCTTAGTATGCTTATTCGAGCAGAATTA

GGACGTACTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACTACCCACGCATTTATTATATTTTTTTTTC

ATAGTTATACCAATTCTAATTGGTGGTTTTGGTAATTGAATTGTACCCTTAATATTAGGAGCCCCAGATAAGACCTTCCCC

CGAATAAATAATAAAAGTTTTTGACCTCTTCCCCCTTCTCTTACTCTTTTACTTTCTAGTTCATTCGTAGAAAATGGAGCTG

GA

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR665396, identified in GenBank as 

Chironomus maturus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL745 Cricotopus trifasciatus water mite diet isolate 745-BHL040916-GBD8706_25857-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGGACATCTCTAAGAATTTTAATCCGGGCCAAATTAGGAC

ATGCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTTTATA

GTTATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCTCTTACATTATTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL7452 Chironominae sp. water mite diet isolate 7452-BHL032417-GBD5694_24231-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAATGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGTTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTATCACCCCCATCTCTAACTTTATTACTATCAAACAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7462 Chironominae sp.  water mite diet isolate 7462-BHL032417-GBD22076_5008-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTGATCCGAACTGAATGAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTAAACTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AAATAATATAGGATTTTGATTATTTCCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7468 Chironomus sp. water mite diet isolate 7468-BHL032417-GBD15101_5178-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTTCACATGCTTTTATTATAATTTTTTTC

ATAGTTATCCCAATTTTAATGGGCGGATTAGGAAACTGACTTGTCCACCTGATACTTGGATCACCTGACATAGCTTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACTCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGA

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7477 Chironominae sp.  water mite diet isolate 7477-BHL032417-GBD28436_19642-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTCATCCGAACGGAATTAGGTCA

TCCTGGAACACTTATTGGTGATGACTAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTGTTCCACGAAT

AAATAATATAAGATTTTGATTATTACCACCATCACTTACCTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7479 Chironomus sp. water mite diet isolate 7479-BHL032417-GBD7825_5041-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATAAAAATTTT-

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCATCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCTTCACTAACTCTTCTTCTTTCAAGTTCTATCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL748 Chironominae sp.  water mite diet isolate 748-BHL040916-GBD18925_8424-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAAGTTGGT

CACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATA

GTTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGA

ATAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTAACCCTTCTTATTTCTAGCTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7482 Chironominae sp. water mite diet isolate 7482-BHL032417-GBD15586_7842-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTTGGAGCTTGATCCGGTATAGTAGGAACTTCTTTAAGAATGTTTATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATATAATTGTTACTGCTCATGCTTTTATTATAAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAGTTGATTAGTACCAATAATATTAGGAGCCCCTGATATGGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCACCATCTCTTATTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7484 Chironomidae sp. water mite diet isolate 7484-BHL032417-GBD28646_19639-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGATACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTTATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCCCGAATA

AATAATATAAGGTTTTGATTACTTCCCCCCGTCATTAAATTGATTATTATCTAGCGCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL749 Psectrocladius sp.  water mite diet isolate 749-BHL040916-GBD4178_11109-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCGTAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATGCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7492 Lebertia sp. water mite diet isolate 7492-BHL032417-GBD16437_28970-Ldc29 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTACTTTTGGAGCATGATCCGGAATAGTTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAAGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAAATGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCTGATATAGCTTTTCCCCGAA

TAAATAAAATAAGAATTTGGCTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCATTACAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7498 Chironominae sp. water mite diet isolate 7498-BHL032417-GBD28826_13456-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTT-

GGAGCTTGATCCGGTATTGTAGGAACTTCTTTTAGAATTTTTATTCGGACGGTATTTGGTCATCCTGGAACATTTATTGGT

GATGACCAAATTTTTAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTAATACCTATTTTAATTGGAG

GATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAATAAATAATATAAGATTTTGAT

TATTACCACCATCTCTAACTTTATTACTTTCAAAAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7499 Chironomus sp. water mite diet isolate 7499-BHL032417-GBD14921_9392-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCAGATGCTTTTATTATAATTTT-

TTCATAGTTATACCAATTTTTATTGGAGGATTTGGAAACTGACTTGTTCCCCTAATACTTGGAGCATCTGACATAGCTTTT

CCTCGAATAAATAATATAAGGTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACTGTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7500 Lebertia sp. water mite diet isolate 7500-BHL032417-GBD20790_19526-Ldc29 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCTTGATCCGGAATAGTTGGAGCTAGATTTAGAACCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTACTAGGAAGTGACCAAATTTACAATGCAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGGTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAAAAATATAAGAATTTGGCTTCTTCCCCCATCCTTAACCCTACTTCTATCAAGTTGCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7501 Chironominae sp. water mite diet isolate 7501-BHL032417-GBD19116_18684-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAATAATATTAATCCGAACGGAATCAGGTCA

TCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTAGACATTGGTTATTATCACTAATATTAGGAGCCCCTGAAATGGCTTTTCCATGAATA

AATAATATAAGA-

TTTGATTATTACCACCATCTCTTGCTTTATTGCTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7503 Chironominae sp.  water mite diet isolate 7503-BHL032417-GBD19959_5516-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTATTTTTGGAGCTAGATCAGGTATAGTAGGAACTCCTTTAAGAATATTAATCCAAACGGAATTAGGTCA

ACCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTGTTCCACGAA

TAAATAATATAAGATTTTGAATATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7504 Lebertia sp. water mite diet isolate 7504-BHL032417-GBD21408_6738-Ldc29 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAGTTGGCGCTAGATTAAGAATCCTAATTCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTTCATA

GTAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACG

AATAAATAATAAAAGATTTTGACTTCTTACCCCATCCTTAACCCTACATCTAACAAGTACCTATACAGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7505 Chironomus riparius water mite diet isolate 7505-BHL032417-GBD27315_19639-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCATAATT

AGGACGAGCCGAAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAA-

TTTTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAGC

TTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTCTCTTACTCTACTTCTGTCTAGTTCTTTCGTAGAAAAT

GGAGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7507 Chironominae sp. water mite diet isolate 7507-BHL032417-GBD25271_13571-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTGTATTTTATTTTTGGAGCTTGATCAGGTATAGTAGTAACTTCTTTAAGAATTTTAATTCGAACGTAATTAGGTCAT

CCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGATTTGGAAATTGATTATTACCACTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAATAA

ATAATATAAGATTTTGATTATTACCACCATCACTAACTTTATTACTATCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7508 Chironomus riparius water mite diet isolate 7508-BHL032417-GBD10574_26152-Ldc29 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATGGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTT-

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGTAGCATCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTGTCTGACTTTTACCCCCCTCTCTTACTCTTCATCATTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL751 Chironomidae sp.  water mite diet isolate 751-BHL040916-GBD18448_21432-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAAAATTAGGACA

TGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAA

TAAATAATATAAGTTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7510 Chironominae sp.  water mite diet isolate 7510-BHL032417-GBD13251_25429-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATGTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATCCGAACGGAATTAGGTCA

TCCTGGAACATTTATTGGTTATGACCAAATTTAGATTGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGGTTATTACCACTAATATTTGGAGCACCTGATATGGCTTTTCCACGAATA

AATAATATAAGATTTTGATTATTACCACCATCTCTTACTTTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7516 Chironomidae sp. water mite diet isolate 7516-BHL032417-GBD28054_12676-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATATTTTATTTTTGGAACTTGATCAGGTATAGTAGGAACTTCTTTAAGAATA

TTAATCCGAACGGAATTAGGTCATCCTGGAACATTTATTGGTGATGACCAAATTTATCACGTAATTGTTACTGCTCATGC

CTTTATTATAATTTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCTTAATACTTGGAGC

ACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTT

TCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.0% 

identical to accession ID GU565708, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7517 Paratanytarsus sp.  water mite diet isolate 7517-BHL032417-GBD9372_22210-Ldc29 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGTTCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTAAACCCTTCTTCTATCAAGAAGATTAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7519 Dicrotendipes sp.  water mite diet isolate 7519-BHL040517-GBD21332_3185-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTAGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCAGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTTATGG

TTATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCCTTCTTCTTTCTAGATCAATTGAAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7520 Chironomidae sp.  water mite diet isolate 7520-BHL040517-GBD7525_17376-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACAACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCATTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTCTCACTCTTTTACTTTCTAGTTCAATCGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7521 Paratanytarsus sp.  water mite diet isolate 7521-BHL040517-GBD18039_2026-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7522 Chironominae sp.  water mite diet isolate 7522-BHL040517-GBD10712_26476-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATGTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCCGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTTTATAGT

TATGCAAATTTTAATTGGAGCTTTTGGAAATTGGCTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7523 Cryptochironomus sp.  water mite diet isolate 7523-BHL040517-GBD25727_14586-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCATG

GTTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCC

GAATAAATAATATAAGATTTTGACTTTTACCTCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7524 Chironomus sp. water mite diet isolate 7524-BHL040517-GBD18665_9635-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGTCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGCTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTCACATAGCTTTTCC

TCAAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACGCTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7525 Cricotopus sp.  water mite diet isolate 7525-BHL040517-GBD8426_6616-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGCCCCAGATATAGCATTCCCTCGA

ATAAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGA

GCAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7526 Chironominae sp. water mite diet isolate 7526-BHL040517-GBD16498_21238-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAGATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTTATA

GTTATGCCAATTTTAATTAGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7527 Chironomus riparius water mite diet isolate 7527-BHL040517-GBD8261_21314-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTAATTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAGTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CGTAGTTATACCAATTTTAATTGTAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGTACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7528 Chironomus riparius water mite diet isolate 7528-BHL040517-GBD14759_2190-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGCACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGTTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATCGGAGGTTTCGGAAACTGACTTGTCACCCTAATACTTGGAGCACCTGACATAGCTTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7529 Chironomus riparius water mite diet isolate 7529-BHL040517-GBD15684_13203-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTTTTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAGTTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTATCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL753 Paratanytarsus sp.  water mite diet isolate 753-BHL040916-GBD26575_7935-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGA

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCGTTAACCCATTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7530 Chironomus sp. water mite diet isolate 7530-BHL040517-GBD9231_17712-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTT-

GGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGACTGCTTATTCGAGCAGGATTAGGACGACCCGAAACTTTTATTG

GGGATGACCAAATTTATAATGTTGTAGTTACAGCACATGCTTTTAATATAATTTTTTTTTCATAGTTATACCAATTTTAATT

GGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTT

CTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7531 Dicrotendipes sp. water mite diet isolate 7531-BHL040517-GBD11722_27072-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7532 Chironomidae sp. water mite diet isolate 7532-BHL040517-GBD2057_15430-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGG

TCACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7533 Dicrotendipes sp. water mite diet isolate 7533-BHL040517-GBD27265_15525-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCCTAAGTAGGACGACCCGG

GACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTTATACC

TATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATA

ATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7534 Chironomidae sp. water mite diet isolate 7534-BHL040517-GBD21928_11430-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGG

TCACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTCATA

GTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTCCTCG

AATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7535 Chironomus riparius water mite diet isolate 7535-BHL040517-GBD17232_15886-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAAACTTTCATTGGAGATGACAAAATTTATAATGTTGTAGTTACTGCGCATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTCTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTAGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7538 Paratanytarsus sp. water mite diet isolate 7538-BHL040517-GBD11459_7758-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGACCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7539 Chironomus riparius water mite diet isolate 7539-BHL040517-GBD20176_17719-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAAATTATAATGCTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTATTTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTCCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7540 Chironomus sp. water mite diet isolate 7540-BHL040517-GBD21080_13945-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGATATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7541 Dicrotendipes sp. water mite diet isolate 7541-BHL040517-GBD24403_19231-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAATATACTTATTCGAGCCGAATTAGGTCGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTTATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTAATCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7542 Chironominae sp.  water mite diet isolate 7542-BHL040517-GBD10241_5628-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATGTTTTATTTTTGGAGCTTGTTATGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGTACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGGCCCAGATATGGATTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7543 Chironomus riparius water mite diet isolate 7543-BHL040517-GBD19835_23875-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGGCTTGATCCGGTATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAAGGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGCTTTTC

CTCAAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7545 Paratanytarsus sp. water mite diet isolate 7545-BHL040517-GBD20201_13624-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATCTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

TCATAGTTATACCTATTTTAATCGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTC

CTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAG

CCGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7546 Dicrotendipes sp. water mite diet isolate 7546-BHL040517-GBD22749_7031-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTTAATATTAGGAGCACCCGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7547 Chironomus riparius water mite diet isolate 7547-BHL040517-GBD16574_23592-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATGATCTTGTAGTTACTGCACTTGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCAAATACTTGGAGCACCTGACATAGCCTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7548 Chironomus riparius water mite diet isolate 7548-BHL040517-GBD25543_16647-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGTCTTGATCCGGAATAGTGGGAACTTTATTAAGAATGCTTATTCGAACAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGATATACCAATTTTAATTGGAGGATTCGGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTTCTTTCATAGAAAATGGAGC

TGGAACCGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7549 Chironomus sp. water mite diet isolate 7549-BHL040517-GBD8735_9321-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTCCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATCTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCCTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL755 Chironomidae sp.  water mite diet isolate 755-BHL040916-GBD21636_21830-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7550 Chironomidae sp. water mite diet isolate 7550-BHL040517-GBD3401_19204-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGCAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACG

AATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7551 Chironomus sp. water mite diet isolate 7551-BHL040517-GBD6320_21786-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAAAGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TTATAGTTATCCCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGA---

TTACCCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7552 Cryptochironomus sp. water mite diet isolate 7552-BHL040517-GBD20677_18005-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGCATGCTTATTCGAGCA

GAATTAGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATT

TTTTTTTTATAGTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAG

CTTTTCCTCGAATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAATTCAATTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KP954643, identified in GenBank as 

Cryptochironomus fulvus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL7553 Paratanytarsus sp. water mite diet isolate 7553-BHL040517-GBD12500_2609-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7554 Dicrotendipes sp. water mite diet isolate 7554-BHL040517-GBD13480_21965-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCGTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGT

TATACCTATTCTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAATAATATAAGTTTCTGATTACTCCCTCCCTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7557 Chironominae sp. water mite diet isolate 7557-BHL040517-GBD9466_8493-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCTATAGTT

ATACCAATTTTAATTGGAGGGTTCGGAATTTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR692591, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7558 Dicrotendipes sp. water mite diet isolate 7558-BHL040517-GBD19370_27541-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCAAACAGAATTAGGACGACCCGG

AACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTCCACATGCTTTTATTATAATTTTTTTTTATTGTTATACCT

ATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCCTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7559 Chironomus riparius water mite diet isolate 7559-BHL040517-GBD21935_8891-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTAGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTGGGAGCACCCGACATAACTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGGG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7560 Chironominae sp. water mite diet isolate 7560-BHL040517-GBD23742_12157-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAA-

TTTTTTTATAGTTATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGC

TTTCCTTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCCGCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7561 Chironominae sp. water mite diet isolate 7561-BHL040517-GBD11071_3163-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGCCTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7562 Chironomus riparius water mite diet isolate 7562-BHL040517-GBD6771_15018-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGAAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CACGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTTTTACTCCTCTTCTTTCAAGTACTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7563 Chironomus riparius water mite diet isolate 7563-BHL040517-GBD17691_9975-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGATTT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGTGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGATTAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7564 Chironominae sp.  water mite diet isolate 7564-BHL040517-GBD21181_4359-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCTGG

TACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTCCATAGTTATGCC

AATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAACCCCAGATACGGCTTTCCCTCGAATAAATAA

TATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7565 Chironomus riparius water mite diet isolate 7565-BHL040517-GBD20074_4878-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGACTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCATTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTGGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTTTTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7566 Chironomus sp. water mite diet isolate 7566-BHL040517-GBD9349_7058-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATACAAGATTTTGACTTCTTCCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7567 Chironomus sp. water mite diet isolate 7567-BHL040517-GBD19865_14285-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACTTTATTTTTGGGGCTTGATCCGGAACAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGTGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTGC

CTCGAATAAAAAATATAAGATTCTGACTTTTACACCCCCCTCTCTTACTCTTCTTCGTTCTAGTTCTTTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7568 Chironomus sp. water mite diet isolate 7568-BHL040517-GBD24985_20522-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAGATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCATCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGAATATTACCTCCTTCTCTAACCCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAG

CTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7569 Chironomus riparius water mite diet isolate 7569-BHL040517-GBD22888_13280-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATGCGGAACAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACATCATCATTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL757 Orthocladiinae sp.  water mite diet isolate 757-BHL040916-GBD27095_12455-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTAGGAGCTTGATCAGGAATAGTGGGAACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

ACCAGGCTCATTGATCGGAAACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTATTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7570 Chironomus riparius water mite diet isolate 7570-BHL040517-GBD6814_6050-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGACTAGTGGGAACTTCATTCAGAATGCTTATTAGAGCAGTATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGCTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCGTTCGTAGAAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7572 Psectrocladius sp.  water mite diet isolate 7572-BHL040517-GBD7249_16825-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCTGTCA

CGCCGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCCCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7573 Chironomus riparius water mite diet isolate 7573-BHL040517-GBD9702_16663-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCATTGGAGACGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATATTTATACCAATTTTAATTGGAGGATTCGGAAAATGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGGACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7575 Chironominae sp.  water mite diet isolate 7575-BHL040517-GBD11172_24044-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7576 Paratanytarsus sp. water mite diet isolate 7576-BHL040517-GBD12744_17313-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAAAT

AGGTCACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTT

TCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTC

CTCGAATAAATAATATAAGATTTTGACTTCTCCCCCCATCTTTAACTCTTCTACTTTCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7577 Dicrotendipes sp. water mite diet isolate 7577-BHL040517-GBD13039_18242-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTAGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGTCGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7578 Dicrotendipes sp. water mite diet isolate 7578-BHL040517-GBD11067_9269-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCTTGCTTTTAATATAATTTTTTTTTATTGTT

ATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTTCTGCTTTCTAAATCAATTGTAGAAAATGGAACTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7579 Diaphanosoma sp.  water mite diet isolate 7579-BHL040517-GBD7038_26069-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATATTTTATTTTTGGAGTTTGGTCCGGGATAGTTGGAACAGCCCTAAGTATACTTATTCGAGCTGAATTAGGGC

AGTGTGGCAGACTTATTGGTGATGACCAAATTTATAATGTTATTGTAACCGCTCATGCTTTTGTTATAATTTTTTTTATAGT

TATGCCTATTCTCATTGGTGGCTTTGGTAATTGGCTGGTGCCTTTAATACTAGGTGCCCCTGATATGGCTTTTCCCCGTTT

AAACAATTTAAGGTTTTGAATATTACCCCCCTTCTTTAACTCTTCTTTTGGTTGGAAGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID MG449615, identified in GenBank 

as Diaphanosoma sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7580 Cricotopus sp.  water mite diet isolate 7580-BHL040517-GBD21278_20683-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATAGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7582 Paratanytarsus sp. water mite diet isolate 7582-BHL040517-GBD6330_6265-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATGCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACATCCAGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTATAGCTCATGCATTTATTATAATTTTTTT

TCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTC

CTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7583 Chironomus riparius water mite diet isolate 7583-BHL040517-GBD10333_7213-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAACCTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7587 Chironominae sp. water mite diet isolate 7587-BHL040517-GBD17186_28394-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGACTTTCCCTCGAAT

AAAAAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7588 Dicrotendipes sp. water mite diet isolate 7588-BHL040517-GBD13815_25908-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACAA

CCCGGGACATTTATTGGGGATGATCAAATCTACAGTGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATTGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAATCCCTTTAATATTTGGAGCCCCCGATATAGCTTTCCCACGGATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7589 Chironomus riparius water mite diet isolate 7589-BHL040517-GBD16130_4515-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGGTATAACAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTGGAAAATGGAG

CCGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7592 Chironomidae sp.  water mite diet isolate 7592-BHL040517-GBD17280_14449-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGAC

ATGCAGGCTCATTAATTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTTATA

GTTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACG

AATAAATAATATAAGGTTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7593 Paratanytarsus sp.  water mite diet isolate 7593-BHL040517-GBD27096_21427-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAATTCGAGCAGAATTAGGGC

ACCTTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGTGTGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATGGTTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7594 Chironomus sp. water mite diet isolate 7594-BHL040517-GBD11957_15640-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7595 Chironomidae sp.  water mite diet isolate 7595-BHL040517-GBD13594_21159-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCAAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATCAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7596 Chironomidae sp. water mite diet isolate 7596-BHL040517-GBD27307_9210-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGTTGATTTAGGT

CACCCAGGTACATTAATTGGTGACGACCAAATTTATAATGCAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATCCCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCCGCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7597 Chironomus sp. water mite diet isolate 7597-BHL040517-GBD6002_22041-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTA

GGACGACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCTGAAACTGAATTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAACAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7598 Chironomus sp. water mite diet isolate 7598-BHL040517-GBD4877_6760-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTTCTTAAGAATGCTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGTCCTCCTAATACTTGGAGCACTTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCAAGTTCTTTCATAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7599 Cryptochironomus sp. water mite diet isolate 7599-BHL040517-GBD24992_13710-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGACGACCA

GGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGGTTATAT

CAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGAATAAAT

AATATAAGATTTTGACTTTTACCCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL760 Cricotopus sp. water mite diet isolate 760-BHL040916-GBD9903_15010-Ldc69 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATGAGGAATAGTAGGGACATCTCTAAGATTTTTAATCCGGGCCGAATTAGGAC

ATGCTGGCTCATAAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGTTCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTAACTACTTCCCCCTTCACTTACATTATTACTATCAAGTTCAATAGTAGAAAATGGGGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL7600 Chironomidae sp.  water mite diet isolate 7600-BHL040517-GBD9112_16414-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACTTTATACATTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAAGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTTAG

TTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCATGATATAGCTTTTCCTCGA

ATAAATAATGTAAGTTTCTGATTACTTCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7601 Chironomus riparius water mite diet isolate 7601-BHL040517-GBD26215_21586-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACATCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTCCCCCCCTCTCTTACTCCTCTACTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7602 Chironomidae sp. water mite diet isolate 7602-BHL040517-GBD7870_12382-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAATAATACTAATTCGTGCTGAATTAGGTC

ACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATCCCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR278209, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7603 Chironomus riparius water mite diet isolate 7603-BHL040517-GBD4068_22285-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCTTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAAGTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCCTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7604 Chironomus riparius water mite diet isolate 7604-BHL040517-GBD19437_6025-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTAAAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATCTAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTCCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7605 Chironominae sp. water mite diet isolate 7605-BHL040517-GBD9798_17408-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGGGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTACTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTATCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7606 Chironomus riparius water mite diet isolate 7606-BHL040517-GBD10747_6415-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTTATTAAGAATGCTTATTCGAGCAGAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTAAATTGGAGGATTCGGAAACTGACATGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGGTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7607 Chironomus sp. water mite diet isolate 7607-BHL040517-GBD10408_16219-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCCTTAAGTATACTTATTCGAGCCGAATT

AGGACGACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTACTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCAGCCGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7609 Chironomus riparius water mite diet isolate 7609-BHL040517-GBD7785_5860-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGTAACAGTGGGAACTTCATTAAGAATGCTTATTCAAGCAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATGGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGTACCTGACATAGCCTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7610 Chironomus sp. water mite diet isolate 7610-BHL040517-GBD25755_10538-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTT-

GGGGCTTGATCCGGAATAGTGAGAACTTCATTACGACTGCTTATTCGAGCAGAATTCGGACGACCCGGAACTTTCATTG

GGGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTTATATAATTTTTTTCATAGTTATACCAATTTTAATTGG

AGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCT

GACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGTGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7612 Chironomus riparius water mite diet isolate 7612-BHL040517-GBD15564_3134-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAGT

AGGACGACCCTGAACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGCAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7613 Paratanytarsus sp.  water mite diet isolate 7613-BHL040517-GBD24415_19883-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGGGCCTGATCGGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCGTTTATTATAATTTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGGAACTGATTACTGCCTTTATTATTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7614 Chironomus sp. water mite diet isolate 7614-BHL040517-GBD18106_27900-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAACAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

TTCATATTTATACCAATTTTAATTGGAGGATTCGGAAACTTACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCCTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7616 Cryptochironomus sp. water mite diet isolate 7616-BHL040517-GBD11980_8855-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTCATGG

TTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGAA

TAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTAAAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KJ207490, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7617 Chironomus riparius water mite diet isolate 7617-BHL040517-GBD12173_19440-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTTAGAATGCTTATTCGAGCTGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCACTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7618 Chironomus riparius water mite diet isolate 7618-BHL040517-GBD13135_24099-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGACTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATATATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAG-

TTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTGCCCCCCTCTCTTACTCATCTTCTTTCTAATTCTTTCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7619 Chironomus riparius water mite diet isolate 7619-BHL040517-GBD18783_21855-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAGCTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCCTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7621 Chironomidae sp. water mite diet isolate 7621-BHL040517-GBD24160_24248-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGTATGGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACACTTTTACTTGCAAGTTCTATTGTAGAAAATGGAGCTGGA

AC

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7622 Chironomus riparius water mite diet isolate 7622-BHL040517-GBD26735_22012-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGGTATTC

CTCAAAAAAATAATATAAGTCTCTGAATTTTACCCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7623 Orthocladiinae sp.  water mite diet isolate 7623-BHL040517-GBD8071_21790-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTGGGCACTTCTTTAAGAATTTTAATTCGGCTAGAATTAGGACA

CCCAGGCTCATTGATCGGAGACGACCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TAATGCCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCCTTGATATTAGGAGCCCCTGATATAGCTTTTCCCCGA

ATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR291435, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7624 Chironomus riparius water mite diet isolate 7624-BHL040517-GBD3102_15360-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGTATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATCTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATTCTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7625 Chironomus riparius water mite diet isolate 7625-BHL040517-GBD20143_5932-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACCTGACAAAGCTTTTC

CTCGAATAAAAAATATAAGTTTCTGACTTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTACGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7626 Chironomus sp. water mite diet isolate 7626-BHL040517-GBD8599_8290-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACACAGCCTTTC

CCACGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAAAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7627 Chironomus riparius water mite diet isolate 7627-BHL040517-GBD27360_11862-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACCTTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTAGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7629 Dicrotendipes sp. water mite diet isolate 7629-BHL040517-GBD12115_23660-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTATGACATCCTGG

AACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCATGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7630 Chironomus riparius water mite diet isolate 7630-BHL040517-GBD23750_21152-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGACTGCTTATTCGCGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTGTCTGACTTTTACCCCCCATCTCTTACTCTGCTACTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7631 Chironomus sp. water mite diet isolate 7631-BHL040517-GBD9591_8060-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACACGCTTTTATTATAATTTTTTT

TCATGGTTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTC

CCCGAATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7632 Chironomus riparius water mite diet isolate 7632-BHL040517-GBD24879_6524-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTCCACATGCCTTTATTATAATTTTTTT

CATAGTAATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CCCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTACTTCTTTCTAGTGCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7633 Dicrotendipes sp.  water mite diet isolate 7633-BHL040517-GBD9861_27523-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGGTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGGTTCGGAAATTGATTAGTCCCTTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTCTGACTATTACCTCCCTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7634 Chironomus riparius water mite diet isolate 7634-BHL040517-GBD24508_23697-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGAACGCCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCGCTTACTCTACTTCTTTCTAGTTCTTTCGTATAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7635 Dicrotendipes sp. water mite diet isolate 7635-BHL040517-GBD21183_12145-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAAAACTTGGACGACCTGGT

ACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATGGTTATACCTA

TTCTAATTGGATGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATAATA

TAAGTTTCTGACTATTACCTCCTTCTCTAACCCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7639 Chironomidae sp.  water mite diet isolate 7639-BHL040517-GBD18217_4927-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTAATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGTAACATTAATTGGTGACGACCTAATTTATAATGTAATTTTTACAGCCCATGCTTTTATGATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGCGCTGGA

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7640 Cryptochironomus sp. water mite diet isolate 7640-BHL040517-GBD21833_7431-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAACTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATATCAATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7641 Chironomus sp. water mite diet isolate 7641-BHL040517-GBD9421_5137-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGACTGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCCCTAATACTAGTAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTGCTAGTTCGTGCGTAGAAAATGGGG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7643 Chironomidae sp.  water mite diet isolate 7643-BHL040517-GBD16637_12836-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCTTTAAGAATATTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAAATTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTTGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTTCCTCG

AATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTATCTAGTTCAATTGTAGAAAATGGAGCTAGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7644 Chironomus sp. water mite diet isolate 7644-BHL040517-GBD11496_22623-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGTATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATCGGAGATGATCAAATTTATAATGTTGTAGTTACTCCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGGAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCACTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7645 Chironomus sp. water mite diet isolate 7645-BHL040517-GBD13190_6499-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGACTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCC

ACGAATAAATAATATAAGTTTCTGACAATTACCTCCTTCTCTAACCCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7647 Chironomus riparius water mite diet isolate 7647-BHL040517-GBD22551_7358-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTTGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAACAGGGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCCAATAAATAAAATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTATTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7649 Chironomus riparius water mite diet isolate 7649-BHL040517-GBD16680_19935-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACATTATTTTTGGGTCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCATAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATCTTTTTC

ATAGTTATACCAATTTTAATTGGAGGTTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTACTGACTTTTACCCCCCCCCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7652 Chironomus riparius water mite diet isolate 7652-BHL040517-GBD20525_12626-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTGTACATTATTTCTGGGACTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGATGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAG-

TTTTCCTCAAATAAATAATATAAGTTTCCGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7653 Chironominae sp. water mite diet isolate 7653-BHL040517-GBD27645_13274-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

GCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCTTACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7654 Chironomus sp. water mite diet isolate 7654-BHL040517-GBD22870_7497-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGGAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTCCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCTGACAAAGCCTTTCC

CCGAAAAAATAATATAAGTATCTGACTTTTACCCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7655 Chironomus riparius water mite diet isolate 7655-BHL040517-GBD21645_14701-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

ACGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCAGCCTCCTTCTAGTACGTGCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7659 Chironomus sp. water mite diet isolate 7659-BHL040517-GBD7074_13659-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCAAGCTGAACTA

GGACATCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATATTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGCTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7662 Chironomus sp. water mite diet isolate 7662-BHL040517-GBD4233_7523-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCAATTTCGGTGCCTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACGTTTACCCCCCCTCGCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGTAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7664 Chironomus riparius water mite diet isolate 7664-BHL040517-GBD7500_20629-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATTCTTATTCGAGCAGAATT

AGGACGCCCCGGAACTTGCATTGGAGATGAACAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7665 Dicrotendipes sp. water mite diet isolate 7665-BHL040517-GBD15955_26845-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTAGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCAGAATTAGGAAG

ACCCGGGATATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGTTTCGGAAAATGATTAGTCGCTTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7667 Cryptochironomus sp. water mite diet isolate 7667-BHL040517-GBD14143_26781-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCCTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAT

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCATG

GTTATATCAATTTTAATTGGAGGATTCGGAAATTGATTGGTACCTCTTATACTTGGAGCACCTGACATAGCTTTTCCTCGA

ATAAACAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7668 Chironomus riparius water mite diet isolate 7668-BHL040517-GBD9246_18958-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGAGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTATTT

TCATAGTAATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGGATAAAAAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTGTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7669 Dicrotendipes sp. water mite diet isolate 7669-BHL040517-GBD11207_11075-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATCTTTAGAGCTTGATCAGGAATAGTATGAACTTCTTTAAGTATACTTATTCGAGCCGAATTAGGACGA

ACCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTATTCCCTTTAATATTAGGATCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTACTTCTCTAACCCCTTCTTCTTTCTAGATCAATTGTAGAAAATGAAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL767 Paratanytarsus sp.  water mite diet isolate 767-BHL040916-GBD23852_4343-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTATGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGTTCAAATCTTTAGTGTTATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTATAGT

TATATCTATTTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7670 Chironomus riparius water mite diet isolate 7670-BHL040517-GBD27620_11305-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTAGTTCCCCTAATACTTGGAGCACCAGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7672 Chironomus riparius water mite diet isolate 7672-BHL040517-GBD7656_16846-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTACGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATTGTTATACCAATTTAAATTGGAGGATTCGGAAACTGACTTTTCCCCCGAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTGCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7673 Cryptochironomus sp. water mite diet isolate 7673-BHL040517-GBD27123_16060-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTTGGAGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACGACCC

GGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTAACTGCTCATGCTTTTATTATAATTTTTTTTCATAGTTATA

CCAATTTTAATTGGAGGATTCGGAAATTGATTATTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCGAATAAAT

AATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGGTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7674 Dicrotendipes sp. water mite diet isolate 7674-BHL040517-GBD10012_16387-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATTGTTA

TACCCATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAACCCCCGATAAAGCCTTCCCACGAATA

AATAATATAAGTATCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7676 Chironomus riparius water mite diet isolate 7676-BHL040517-GBD18027_7087-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTAGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGACGACCAAATTTATAATGTTGTAGTTACTGCACATGCCTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCGTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCCTCTCTTACTCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7677 Chironominae sp.  water mite diet isolate 7677-BHL040517-GBD27016_9965-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGTCA

CCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCAATTTTAATTGGAGGATTCGGAAATTGATTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAATAATATAAGATTCTGATTACTCCCACCTTCTCTTACTCTATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR670143, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7679 Paratanytarsus sp.  water mite diet isolate 7679-BHL040517-GBD19775_19042-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACCTCCTTAAGTATATTAATTCGAGCAGAATTAGGACA

CCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCAACTTTAACCCTTCATCAATCAAGAAGATTAGTGGAAAATGGAGCTGGAG

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7682 Chironominae sp. water mite diet isolate 7682-BHL040517-GBD8194_20216-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGTGCCTGATCGGGTATAGTAGGGACATCCCTAAGAATACTAATTCATGCTTAATTCGGTCGA

CCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATAGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR670143, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7685 Dicrotendipes sp. water mite diet isolate 7685-BHL040517-GBD25017_4949-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCGGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATAAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGT

TATACCTATTCTAATTAGAGTATTGGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATACTATAAGTTTCTGACTATTACCTCCTTCTCTAACCCCTTCTTCTTGCTAAATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7689 Paratanytarsus sp. water mite diet isolate 7689-BHL040517-GBD16401_22429-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTCCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGCTTTTGGAAATTGACTTATT-

CCTTTAATGTTAGGAACCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTC

TTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7690 Chironomidae sp.  water mite diet isolate 7690-BHL040517-GBD24594_4807-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTTGGGGCCTGATCGGGGATAGTAGGGATTTCTCTAGGAATACTAATTCGTGCTGAATTAGG

TCACCCAGTAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGACCATGTTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7691 Dicrotendipes sp. water mite diet isolate 7691-BHL040517-GBD19610_19108-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTTATTCGAGCCGAATTAGGACGACCCG

GGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTTATAC

CTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAAT

AATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7692 Chironomus riparius water mite diet isolate 7692-BHL040517-GBD16581_8676-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGTCCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCATTTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTACTTCTATCTAGTGCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7694 Dicrotendipes sp. water mite diet isolate 7694-BHL040517-GBD13920_18779-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGTCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAACTCTACAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGATTCTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAGAGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7696 Chironomidae sp.  water mite diet isolate 7696-BHL040517-GBD21216_16558-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTTGGGGCCTGATCGGGAATAGTAGGGACATCTCTAAGATTACTATTTCGTGCTGAATTAGG

TCACCCAGGAACATTAATTGGGGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTAT

AGTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCG

AATAAATAATATAAGTTTCTTATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7697 Chironomus riparius water mite diet isolate 7697-BHL040517-GBD4447_21605-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTACACATTATTTTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTAATTGGAGATGACCAAATTTATATTGTTGTTGTTACTGCACATGCTTTTCTTATAAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7698 Dicrotendipes sp. water mite diet isolate 7698-BHL040517-GBD4396_9327-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTCATTTTTGGTGCCTGATCAGGAATAGTGGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCCGG

GACATTTATTGAAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTTATACC

TATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATA

ATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTATATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7701 Chironomus riparius water mite diet isolate 7701-BHL040517-GBD16965_25199-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACGTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATATCAATTTTAATTGGTGGATTTGGAAACTGACTTGTCCCTCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAAAATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7702 Dicrotendipes sp. water mite diet isolate 7702-BHL040517-GBD3479_14765-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTTGGAGCTTGATCTGGATTAGAGGGAATTTCCTTAAGTATACTTATTCGAGCCGAATTGGGAAG

ACCCGTTACATTTATTGGAGATGATCAAGTCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGGGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7703 Chironomus riparius water mite diet isolate 7703-BHL040517-GBD21134_9293-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAACTTTATAATGATGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CCATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTGTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7704 Dicrotendipes sp.  water mite diet isolate 7704-BHL040517-GBD8681_5873-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCCTTAAGTATATTTATCCGAGCCGAATTAGGACGACCCGG

GACATTTATTGGAGATGATCAAATCCACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTATACCT

ATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATAA

TATAAGTTTCTGACTATTACCTCCTTCTCTAACCCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7708 Chironomus riparius water mite diet isolate 7708-BHL040517-GBD13993_27879-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGGATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATTAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCCCTTACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7710 Dicrotendipes sp.  water mite diet isolate 7710-BHL040517-GBD8975_25786-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCTAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCGAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATTGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTTCCTCCTTCTCTAACCCATCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7713 Chironomus riparius water mite diet isolate 7713-BHL040517-GBD18176_16739-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAGTTA

GGACGACCCGGAACTTTCATTGGATATGACCAAATTTATAATGTTGTAATTATTGCACATGCTTTTATTATAATTTTTTTCA

TAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7715 Chironomus riparius water mite diet isolate 7715-BHL040517-GBD20663_25256-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTTGGGGCTTGATCCGGAATAGTGGTAACTTCATTAAGAATTCTTATTCGAGCAGAATTA

GTCCGACCCGGAACTTTCATTGGAGATTACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7716 Dicrotendipes sp. water mite diet isolate 7716-BHL040517-GBD9936_12427-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTTTATGGT

GATACCTATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTAATATTGGGAGCACCCGATATAGCATTCCCACGAA

TAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTACTATTATCTAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7717 Dicrotendipes sp. water mite diet isolate 7717-BHL040517-GBD27088_10234-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGC

CCCGGGACATTTATTGGAGATGACCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTAATGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAAAATAAGTTTCTGACTATTACCTCCCTCTCTAACCCCTACTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7719 Chironomidae sp.  water mite diet isolate 7719-BHL040517-GBD12258_25830-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACTTCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGATTTTATTATAATTTTTTTTTTAT

AGTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCG

GATAAATAATATAAGTTTCTGATTACTCCCTACTTCTCTTTCTCTATTACTGTCTAGTTCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL772 Leucophenga sp. water mite diet isolate 772-BHL040916-GBD12814_10547-Ldc69 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTTTATTTTATATTTGGAGCATGAGCAGGAATAGTCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGCGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAATAATATAAGTTTTTGACTTCTTCCTCCTTCACTTACACTATTATTAGTAAGAAG

TATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.3% 

identical to accession ID JX887648, identified in GenBank as 

Leucophenga sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7720 Chironomus sp. water mite diet isolate 7720-BHL040517-GBD8373_25345-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTGTTGGGGCTTGATCAGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGTGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7721 Dicrotendipes sp. water mite diet isolate 7721-BHL040517-GBD11722_13289-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTCCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCCTGG

AACTTTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTTATGGTTATACC

TATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGAATAAATA

ATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTGGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7722 Chironominae sp.  water mite diet isolate 7722-BHL040517-GBD29387_17717-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGTCCA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCATACGCTTTTATTATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCCTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7724 Chironomus riparius water mite diet isolate 7724-BHL040517-GBD10488_13728-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCGTTGGAGATGACTAAATTTTTATTGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGAAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGCTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7726 Chironominae sp. water mite diet isolate 7726-BHL040517-GBD14389_26457-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGTAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAACAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTCTTCCTTTAATTTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTATTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7727 Dicrotendipes sp. water mite diet isolate 7727-BHL040517-GBD7131_25376-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACTTTCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAA

AAATAATATAAGTTTCTGCCTATTACCTCCTTATCTAACTCTTCTTCTTTCTAAATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7729 Dicrotendipes sp. water mite diet isolate 7729-BHL040517-GBD19372_2139-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAGTCTACAATGTAATTGTTACAGCTCATGCTTTTCTTATAATTTTTTTTTATGGTT

ATACCTATTCTAGTTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCACTAACCCTACTTCTATCAAGATCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7734 Chironomus riparius water mite diet isolate 7734-BHL040517-GBD3489_20431-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGTAATAGTGGGAACTTCATTAATAATGCTTATTCGAGCAGAATT

AGTACGACCCAGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGGTATACCAATTTTAATTGTAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGTAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAAGGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7735 Chironomus riparius water mite diet isolate 7735-BHL040517-GBD17456_2022-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCTGGTATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCAGAATTA

GGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7737 Chironomus riparius water mite diet isolate 7737-BHL040517-GBD13280_28031-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTATATACATTATTTTTGGGGCTTGATCCGGGATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTCTTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACGTTTACCCCCCTCTCTTACTCTTCTTCGTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7739 Chironomidae sp. water mite diet isolate 7739-BHL040517-GBD19916_14485-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACTTCCCTAAGAATACTAATTCGTGCTGAATTAGGA

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAAATTTTTTTATA

GTTATACCAATTTTTAATTGGAGGATTCGGAAATTGACTATTTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCG

AATAAATAATATAAGTTTCTGATTACTCCCCCCTTCTCTTACTCTTTTACTTTCTAATTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7742 Dicrotendipes sp. water mite diet isolate 7742-BHL040517-GBD13545_26234-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTATGAACTTCCTTTAGTATACTTATTCGAGTCGTATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAGTGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGATTA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7743 Chironomidae sp. water mite diet isolate 7743-BHL040517-GBD13654_14559-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAGTTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAACTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTTATAG

TTATACCAATTTTAATCGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCGTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 89.4% 

identical to accession ID KR658416, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7746 Chironomidae sp.  water mite diet isolate 7746-BHL040517-GBD28092_17967-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTTGGTGCCTGATCGGGGTTAGTAGGGACGTCCCTAAGATTACTAATTCGTGCTGAATTAGG

TCACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATCATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTATCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGATGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7747 Chironomus riparius water mite diet isolate 7747-BHL040517-GBD27095_19275-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGCGATGACCAAATTTACAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGTTTCGGAAACTGACTTGCCCCCCTAATACTTGGAGCACCTGACATAGCCTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7751 Dicrotendipes sp. water mite diet isolate 7751-BHL040517-GBD18258_13037-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTTTTCGAGCCGAATTAGGACG

ACCCGGGACATATATTGGAGATGCTCAATTCTACAATGTAATTGTTACAGCTCATGCTTTTTTTATATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAGTTCATTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7756 Chironomus riparius water mite diet isolate 7756-BHL040517-GBD19349_9942-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACCTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGGTGTAGTTACCGCACATGATTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCTCCCTAATACTTGGATCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCATAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7758 Chironomus riparius water mite diet isolate 7758-BHL040517-GBD15443_13021-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATGCGGAATAGTGTGAACTTCATTAGGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTTTTAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAGTACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7762 Dicrotendipes sp. water mite diet isolate 7762-BHL040517-GBD8712_13630-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGAACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAAATTTTTTTATGGTT

ATACCTATTTTAAATGGAAGATTCGGAAATTGATTATTCCCTTTAATATTAGGTGCCCCCGATATAGCTTTCCCACGAATA

AAAAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTTCTAGAACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7766 Dicrotendipes sp. water mite diet isolate 7766-BHL040517-GBD18973_22069-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTTATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTTTATTGT

TATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAACTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCGCCTTCTCTAACCCTGCTGCTATCTAGAACAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7769 Dicrotendipes sp. water mite diet isolate 7769-BHL040517-GBD6341_10387-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGCGCCGAATTCGGACGA

CCCAGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTATGAGCCCCCGATACAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTGCTTCTTTCTAGAACAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7770 Chironomus riparius water mite diet isolate 7770-BHL040517-GBD19864_24051-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTATGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAAATTTCATTGGAGATGAACAAATTTATAATGGTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATATTAATTGGAGGATTCGGAAACTGACTTGTCACCCTAATACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7772 Chironomus sp. water mite diet isolate 7772-BHL040517-GBD27769_12992-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTT-

GGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGACTGCTTATTCGAGCAGCATTAGGACGACCCGGAACTTTCATTG

GGGATGACCAAATTTTTAATGTTGTAGTTACTGCACTTGCTTTTAATATAATTTTTTTCATAGTTATATCAATTTTAATTGG

AGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCT

GACTTTTACCCCCCCTCTCCTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7778 Chironomidae sp.  water mite diet isolate 7778-BHL040517-GBD14613_5415-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGGGCTGAATTAGGT

CACCCATGAACATTAATTGGTTACGACCTAGTTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCAATTTCAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGAAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7780 Chironomus sp. water mite diet isolate 7780-BHL040517-GBD11330_20233-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGTCGACCCGGAACTTTCATTGGAGATGTCCAAATTTATAATGTTGTAGTTACTGCAGATGCTTTTATTATAAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACACTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7787 Chironomus sp. water mite diet isolate 7787-BHL040517-GBD15943_28263-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTT--

GGGGCTTGATCCGGAATAGTGGGAACTTCATTCAGACTGCTTATTCGAGCAGCATTAGGACTACCCGGAACTTTCATTG

GGGATGACCAATTTTATAATGTTGTAATTACTGCACATGCTTTTAATATAATTTTTTTCATAGTTATACCAATTTTTAATTG

GAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTC

TGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7791 Chironomus sp. water mite diet isolate 7791-BHL040517-GBD6983_21131-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGTTTGTTCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTT

GGACGACCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCTCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7795 Dicrotendipes sp. water mite diet isolate 7795-BHL040517-GBD6535_7431-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATATTTATTCGAGCCGGATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGCAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7796 Dicrotendipes sp. water mite diet isolate 7796-BHL040517-GBD24106_18486-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTACTTTATTTTTAGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCCG

GGACATTTATTGGAGATGATCAAATTTAAAATGTTATTGTTACAGCTCATGCTTTTATTATAAATTTTTTTATGGTTATACC

TATTCTAATTGGAGGATTCCGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAAAA

ATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7799 Chironomus riparius water mite diet isolate 7799-BHL040517-GBD22829_20164-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATTCATTATTTTTGGTGCTTGATCCGGAATAGTGAGAACTTCATTAAGAATGCTTATTAGAGCAGAATTA

GGACGACCCGGAACTTTCATTGAAGATGACCAAATCTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAACTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7801 Chironomus riparius water mite diet isolate 7801-BHL040517-GBD16509_5791-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTAGGACACTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGTTTTTC

CTCGAATAAATAATATAAGTTTCTGAATTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7802 Diptera sp. water mite diet isolate 7802-BHL040517-GBD17860_19471-Ldc67 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACACTTTATTTTATATTTGGAGCATGAGCAGGAATAATCGGAACTTCTCTAAGAAT

TTTAATTCGTGCTGAATTAGGACACCCTGGAGCATTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCATG

CATTTGTAATAATTTTTTTTTATAGTTATACCAATTATAATTGGTGGATTCGGAAATTGATTAGTACCTTTAATATTAGGAG

CTCCTGATATAGCCTTTCCACGAATAAACAATATAAGGGTTTGACTTCTTCCTCCTTCACTTACACTAGCATTAGTAAGAA

GTATAGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 88.6% 

identical to accession ID KC292439, identified in GenBank as 

Leucophenga sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7803 Chironominae sp. water mite diet isolate 7803-BHL040517-GBD10252_25959-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCCAGGAACATTAATTGGTGACGACCAATTTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGCTTCAGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR658416, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7804 Chironomus sp. water mite diet isolate 7804-BHL040517-GBD9381_27315-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGGAACTTCATTAAGATTTCTTATTCGAACGGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCATTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTC

CTCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACTCCACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7806 Chironomus riparius water mite diet isolate 7806-BHL040517-GBD26819_23428-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTGATTGGAGATGAGCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTCATTGTAGGATTCAGAAACTGACTTGTCTCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7811 Dicrotendipes sp. water mite diet isolate 7811-BHL040517-GBD17320_5619-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCCTTACATTTATTGGATATGGTCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATGAGGAGCTCCCGATATAGCTTTCCCACGAAT

AAATAATAAAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7813 Chironomus sp. water mite diet isolate 7813-BHL040517-GBD23970_19743-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTT--

GGGGCTTGTTCCGGAATAGTGGGAACTTCTTTATGACTGTTTATTCTAGCAGAATTATGACGACCCGGAACTTTCATTGG

GGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAATATAATTTTTTTCATAGTTATACCAATTTTAATTGGA

GGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGTCATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGA

CTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7818 Dicrotendipes sp. water mite diet isolate 7818-BHL040517-GBD24473_17305-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTAGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGG

CACGGGACATTTATTGGAGATGATCAAATCTACAATGTACTTGTTACAGCTCTTGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAAATGGTGGATTCGGAAAATGATTATTCCCTTTAATATTAGGAGCTCCCGATATAGCTTTCCCACGAAAAA

ATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7820 Chironominae sp.  water mite diet isolate 7820-BHL040517-GBD17142_3825-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTAGGCTAATTCGAGCAGAACTTGGACTA

CCTGGTACTTTTATTGGAGATGACCTAATTTACAAGGTAATTGTCACAGCAGACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7824 Dicrotendipes sp. water mite diet isolate 7824-BHL040517-GBD3324_16374-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCAAGCCGAATTAGGACGA

CCCGGTTCATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTATGGT

TATACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCGCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTACTTCTTTCTAAATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7828 Chironomus riparius water mite diet isolate 7828-BHL040517-GBD7843_25338-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCTCCTAATACTTGGAGCACCTCACATAGCCTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7830 Chironominae sp.  water mite diet isolate 7830-BHL040517-GBD20867_20245-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAACAAAATTTGGACAA

CCTGGTACTTTAATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACACTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7831 Chironominae sp.  water mite diet isolate 7831-BHL040517-GBD14905_26230-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAACAGTACTTGGACGA

CCTTGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTTTTTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCAAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTCCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7832 Chironomus riparius water mite diet isolate 7832-BHL040517-GBD22322_13387-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATCTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCATTTTTAATTGGAGGATTCGGAAACTGATTTGGCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACGCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7835 Chironomus sp. water mite diet isolate 7835-BHL040517-GBD24555_6936-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTT-

GGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGACTTCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTT

GGGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAATATAATTTTTTTCATAGTTATACCAATTTTAATTGG

AGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCT

GACTTTTACCCCCCTCTCTAACTCGTCTTCTTTCTAGTACTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7836 Chironomus riparius water mite diet isolate 7836-BHL040517-GBD22039_22099-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGTCTTGATCCGGAATAGTGGGAACTTCACTAAGAATGCTTATTAGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAAATTTAATTCGAGGATTCGGAAACTGACTTGTCCCCCTAATACCTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7837 Chironomus sp. water mite diet isolate 7837-BHL040517-GBD6428_18352-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATATTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTTGTGCTGCCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7839 Chironomus riparius water mite diet isolate 7839-BHL040517-GBD7269_24045-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAATACTGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAATATAATTTTTTT

CATAGTTATACCAATTTAAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTAGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCCGACTTTTAACCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7840 Dicrotendipes sp. water mite diet isolate 7840-BHL040517-GBD14225_9132-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCCGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACCGCTCATGCTTTTATTATAATTTTTTTGTATGG

TTATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTCTGACTATTACCTCCTGCTCTAACCCTGCTGCGTTCTAGAGCAATTGTAGAAAAGGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7843 Chironomidae sp.  water mite diet isolate 7843-BHL040517-GBD6123_7947-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACTTCCTTAAGAATTTTAATTCGTGCTGAATTAGGT

CACCCTGGATCATTAATCGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTGTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7847 Chironomidae sp.  water mite diet isolate 7847-BHL040517-GBD21078_25987-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTTGGGGCCTGCTCGGTGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGG

TCACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTGTA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGGTTCTGATTTCTCCCTCCTTCTCTTTCTCCTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7848 Chironomus riparius water mite diet isolate 7848-BHL040517-GBD26601_6848-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAGCTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTCTATTATAATTTTTTT

TCATAGTTATACCAATGTTAATGGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTA

CCTCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7851 Chironomus riparius water mite diet isolate 7851-BHL040517-GBD28879_18543-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATGCGGTATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATCGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACAGAGCTTTTC

CTCGAAGAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7854 Dicrotendipes sp. water mite diet isolate 7854-BHL040517-GBD17253_16820-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGAGATTTATTGGAGATGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTA

ATACCAATTATAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTACTTCTTTCTAGAACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7857 Chironomidae sp.  water mite diet isolate 7857-BHL040517-GBD16454_2840-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGGGGTGAATTAGG

TCACCCAGGAACATTAATTGGTGACGACTAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTACGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTATCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 97.8% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7860 Chironomus riparius water mite diet isolate 7860-BHL040517-GBD25335_11823-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACACTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTCTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTCTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAGTAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGGAGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7867 Chironomus riparius water mite diet isolate 7867-BHL040517-GBD5034_6582-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGCATAGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATCTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTCACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7870 Chironomus riparius water mite diet isolate 7870-BHL040517-GBD18727_22621-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATATTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCATTTTTAATTGGATGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTCACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCCGCTTCTTTCTAGTTCCTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7871 Dicrotendipes sp. water mite diet isolate 7871-BHL040517-GBD28106_21803-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCATTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCTGGACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTTATGGT

TATACCTATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7873 Chironominae sp.  water mite diet isolate 7873-BHL040517-GBD26185_8880-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTTGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGTTACTTTTATTGGAAATGACCAAATTTATAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTGTATAGTT

ATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACGCTTTGACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7874 Chironomidae sp. water mite diet isolate 7874-BHL040517-GBD10279_15709-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACAACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGGTCGGAAATTGAATTTTACCTTTAATATTAAGAGCCCCTGATATAGCTTTTCCTCCG

ATAAAAAATAAAAGTTTCTGATTACTCCCTCCTTCTCCTTCCCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7877 Dicrotendipes sp. water mite diet isolate 7877-BHL040517-GBD1915_16674-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCGTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ATCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAGTTGTTACAGCTCATGCTTTTATGATAATTTTTTTTTATTGT

TATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAACTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAGCCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7880 Chironominae sp.  water mite diet isolate 7880-BHL040517-GBD13006_28159-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

ACTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTGA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTAACTTCTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7884 Chironomidae sp. water mite diet isolate 7884-BHL040517-GBD15000_8386-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATCTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCTCTAAGAATACTAATTCGTGCTGAATTATGT

CACCCAGGAACATTTATTGGTGATGACCAAATTTATAATGTTATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTGGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTTCCCCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGTTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7886 Dicrotendipes sp. water mite diet isolate 7886-BHL040517-GBD26567_7242-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCAAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTTAATATTAGGAGCACCCGATAGAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCGCTAACCCAGCTTCTTGCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7890 Chironominae sp.  water mite diet isolate 7890-BHL040517-GBD13272_12055-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACCTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTTTATAGT

TATGCCAATTTTAGTTGGAGCCTTTGGAAATTGACTCATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCCTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7893 Chironomus sp. water mite diet isolate 7893-BHL040517-GBD12713_9066-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCTCATGTTTTTATTATAATTTTTTT

CATATTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTTC

CTCGAATAAATAATATAAGTTTCTGACTCTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7902 Chironomus riparius water mite diet isolate 7902-BHL040517-GBD27703_9656-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCGTGATCCAGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTATAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCAGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTATTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7905 Dicrotendipes sp. water mite diet isolate 7905-BHL040517-GBD19692_15031-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGCATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTTTATGGT

TATACCTATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCACCCGATATAGCTTGCCCACGAA

GAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCGACATCTTTCTAAATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7908 Chironomidae sp.  water mite diet isolate 7908-BHL040517-GBD15196_3142-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTAGGGGCATGAGCGGGGATAGTAGGGACATCCCTAAGAATACTAATGCGTGCTGAATTAG

GTTACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTAT

AGTTATACCAATTTTAATTGGAGGGTTCTGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCG

AATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7910 Chironomus riparius water mite diet isolate 7910-BHL040517-GBD20621_4516-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGCCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AAGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATCTTGTAGTTACTGCACATGCTTTTATTATAAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTCACCCTCCTCTCTTACCCTACTTCTTTCTAGTTCTATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7915 Chironomidae sp.  water mite diet isolate 7915-BHL040517-GBD25208_9472-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGTC

ACCCATGAACATTTATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGATCCCCTGATATAGCTTTTTCCTCGAA

TAGATAATATAAGTTTCTGATTACTCCCTCCTCCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR278209, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7918 Chironomus sp. water mite diet isolate 7918-BHL040517-GBD6644_23741-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATTTTATTTTTGGAGCTTGATCTGGAGTAGTGGGAACTTCATTAAGAATGCTTATTCGAACAGAATTA

GGACGACCCGGAACTTCCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTGTTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTTTTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7921 Cricotopus trifasciatus water mite diet isolate 7921-BHL040517-GBD21407_20550-Ldc67 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATCTTCGGAGCATGATCAGGAATAGTAGGGACATCTCTAAGAATTTTTATCCGGGCCTAATTAGGAC

ATGCTGGCTCATTAATTGGTGATGATCAAATTTATAATGTGATTGTTACAGCACATGCTTTCGTTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGTGGGTTTGGAAATTGATTAGTTCCTCTAATATTAGGTGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTATTGACTTCTTCCCCCTTCTCTTACATTATTACATTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KM933933, identified in GenBank 

as Cricotopus trifasciatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL7922 Chironomus riparius water mite diet isolate 7922-BHL040517-GBD4662_23879-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACTACCCGGAACTTTCATTGGAGATGACCAAATTTATAATTTTGTAGTTACTGCACATGTTTTTATTATAATTTTTTT

CTTAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7923 Chironominae sp.  water mite diet isolate 7923-BHL040517-GBD15482_26144-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATTTTTGGTGCTTGATCAGGAATGGTAGGGACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGACCTGGTACT

TTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTTATAGTTATGCCAATT

TTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAATATA

AGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG449442, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7925 Chironomus sp. water mite diet isolate 7925-BHL040517-GBD14048_26071-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCGGGATTAGTGGGAACTTCATTAAGATTGCTTTTTCGGGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTAAAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CACAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTACCCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL793 Cricotopus sp.  water mite diet isolate 793-BHL100916-GBD28504_19602-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATTAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGAGGCTCCTGATATAGCATTCACTCGA

ATAAATAATATAAGTGTTTGATTATGACCCCCTTCTCTCACCTAACTTCATTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGGA

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7931 Chironomus sp. water mite diet isolate 7931-BHL040517-GBD10703_11457-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGGACTT

GGACGACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCCTTTCC

TCGAATAAATAATATAAGTTTCTGACTGTTACCCCCCTCTCTTACTCCTCTTCTTTCTAGTTCTTTCGTAGGAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7933 Chironomidae sp.  water mite diet isolate 7933-BHL040517-GBD26472_10166-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTTGGGACTTCTTTAAGAATACTAATTCGTGCTGAATTAGGTC

ACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTATATA

GTTATACCATTTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCTTGATATAGCCTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR278209, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7934 Chironomidae sp. water mite diet isolate 7934-BHL040517-GBD13932_2487-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTTGGGGCCGGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGGGCTGAATTAGG

TCACCCAGTAACATTAATTGGTGACGTCCTAATTTATAAGGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTAT

AGTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCG

AATAAATAATATAAGTTTCTGACTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCACTTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7936 Chironominae sp.  water mite diet isolate 7936-BHL040517-GBD20860_11358-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTTGGAGCTTGATCTGGTATAGTGGGTACTCCTTTAAGTATGCTATTTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTCATAGTT

ATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTATTGTTAGGAACCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAATTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7937 Dicrotendipes sp. water mite diet isolate 7937-BHL040517-GBD26985_19624-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTAGAGCTTGATCTGGAATAGTAGGAATTTACTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGAGACATTTATTGGAGATGATAAAATCTACAATGTAATTGTTACAGATAATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTACTTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGACCCCGATATAGCTTTCCCACTAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTGACCCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL794 Chironomidae sp.  water mite diet isolate 794-BHL100916-GBD8274_14712-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGACTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAGTTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTATTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7943 Chironomus riparius water mite diet isolate 7943-BHL040517-GBD14942_11689-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAAATTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCTGAAACTGACTTGTCCCCCTCATACTTGGAACACCTGTCATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7946 Dicrotendipes sp. water mite diet isolate 7946-BHL040517-GBD7230_6634-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTAGTGTT

ATACCAATTCTAATGGAAGGATTCGAAAATTGATTAGTCCCTTTAATATTAGAAGCCCCCGATATAGCTTTCCCACAAAT

AAAAAATAAAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL795 Cricotopus sp.  water mite diet isolate 795-BHL100916-GBD18216_4016-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTC

ATGCCGGCTCATTGATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTCGTAATAATTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGGGCACCAGATATAGCCTTTCCCCG

GATAAATAACATAAGTTTTTGACTTCTACCCCCATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7951 Chironomus sp. water mite diet isolate 7951-BHL040517-GBD12104_19278-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGATCTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATCGGAGGTTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTTC

CTCGAATAAATAATATAAGTTTTTGACTTTTACCCCCCTCATTTACTCTTCTACTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7952 Chironomus riparius water mite diet isolate 7952-BHL040517-GBD8316_10808-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTATTCGATCAGAATTA

GGACGACCCGTAACTTTCATTGGAGATGACTAAATTCATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCATAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL796 Psectrocladius sp.  water mite diet isolate 796-BHL100916-GBD26864_9421-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTACATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGA

ATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7965 Chironomidae sp. water mite diet isolate 7965-BHL040517-GBD18191_16890-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTGGG-

GCTTGATCCGGAATAGTGGGAACTTCATAAAGACTGCTTATTCGAGCAGGATTAGGACGACCCGGAACTTTCATTGGGG

ATGACCAAATTTATAATGTTGTAGTTACAGCATATGCTTTTAATATAATTTTTTTCATAGTTATACCAATTTTAATTGGAGG

ATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACT

TCTTCCCCCCTCTTTAACTCTTTTACTTTCATGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.8% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7968 Chironomus riparius water mite diet isolate 7968-BHL040517-GBD14060_2141-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGATCTTTCCTTGGAGATGACCAAATTTATAATCTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTACACCAATTTTAATTGGAGGATTTGGAAACTGTCTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTGCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL797 Cricotopus sp.  water mite diet isolate 797-BHL100916-GBD17773_17778-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGCGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACTTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGCGGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7971 Chironomus riparius water mite diet isolate 7971-BHL040517-GBD18190_15724-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATAAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAACCTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACCTTTACTCCCCTCTCTTACTCTTCTTTTTTCTAGTTCTTTCGTAGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7974 Dicrotendipes sp. water mite diet isolate 7974-BHL040517-GBD17641_27969-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGATT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCCAATATAGCTTTCCCACGAAT

AAATAATATAAGGTTCTGACTATTACCTCCTTCTCTAACCCAGCTACTTTCTAAAACAATTGTAGAAAATGGAGCTGGAG

CAG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7977 Chironomus riparius water mite diet isolate 7977-BHL040517-GBD15389_27034-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCATGATCGGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

AGGACGACCCGGATCTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7979 Chironomidae sp. water mite diet isolate 7979-BHL040517-GBD9816_26416-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTACTTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTATCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTACACATTAACAATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL798 Cricotopus sp. water mite diet isolate 798-BHL100916-GBD13934_24226-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGGGCTTGATCAGGAATAGTAGGAACTTCCCTGAGAATCTTAATTCGAGCTGAATTAGGTCA

TGCCGGGTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATATTTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGAT--------------

TTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAATAAATAATATAAGTTTTTGATTATTACCTCCTTCTCTCACCTTAC

TTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.0% 

identical to accession ID KR643248, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL7981 Chironomus riparius water mite diet isolate 7981-BHL040517-GBD23105_15596-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAATTTCTTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCAATGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACTTACTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCCTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7984 Chironomus riparius water mite diet isolate 7984-BHL040517-GBD21625_14690-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGTAGAATT

ATGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

CCGAATAAATAATATAAGGATCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCCTTCTAGTTCTTCCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7989 Chironomus riparius water mite diet isolate 7989-BHL040517-GBD13798_8747-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGTCCAAATTTATAATGTTGTAGTTACTGCAGATGCTTTTATTATAAATTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTGACATAGCCTTTCC

CCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTAACTCTTCTTCGTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7994 Chironomus riparius water mite diet isolate 7994-BHL040517-GBD8249_25446-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTGTACATTATTTTTGGGACTTGATCCGGAATAGTGGGGACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGAAACTTTCATTGGAGATGACCAAATTTATAATCTTGTAGTTACCGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTCACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7997 Chironomus riparius water mite diet isolate 7997-BHL040517-GBD17774_4178-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCCTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGGTATACCAATTTTTAATTGGAGGATTGGGAAAGTGACGTGTCCCCCTAATACTTGGAGCACCTCACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTCCTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL7999 Chironomus riparius water mite diet isolate 7999-BHL040517-GBD17230_5812-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACTACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTAGACCAATTTGAAATGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTCCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGA

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8003 Chironominae sp.  water mite diet isolate 8003-BHL040517-GBD27882_21805-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGTACATCCCTAAGAATACTAATTCGTGCTGAATTAGGTCAT

CCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAA

ATAATATAAGATTTTGATTACTCCCTCCTTCTCTTTCTCTATTACTTTCTAGTACAATAGTATAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR670143, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL801 Cricotopus sp.  water mite diet isolate 801-BHL100916-GBD11725_27089-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTTATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAAATGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCCTTCTCTAACCTTACTTCTATCAAGTTCAATCGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8012 Chironomus sp. water mite diet isolate 8012-BHL040517-GBD5849_20048-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCGGGATTAGAGGGAACTTCATTAAGATTGCTTATTCGAGCGGAAT

TAGGACGACCCGGAACTTTCTTTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTCTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTACCTAGTTCTTTCGTAGAAAATGGATC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8013 Chironomus sp. water mite diet isolate 8013-BHL040517-GBD26487_23014-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCTCATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTCTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTAACTCTACTACTATCTAGATCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8015 Chironomus sp. water mite diet isolate 8015-BHL040517-GBD5396_22460-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTTATTTTTGGGGCTTGATCCGTACTAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGACTT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTGTAATTTTTTT

CATAGTTATACCAATTTTAATTAGAGGATTCGGAAACTGACTTGTCCCACTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8016 Paratanytarsus sp. water mite diet isolate 8016-BHL040517-GBD28985_19306-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGTACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATACTAGGAGACCCAGATATAGCCTTTCCT

CGAAAAAATAATATAAGATTATGACTTCTGCCCCCCATCTTTAACTCTATTACTTTCAAATAGAATAGTGGAAAATGGAG

CTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8017 Chironomidae sp.  water mite diet isolate 8017-BHL040517-GBD22021_6812-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGTGCCTGATCGGG-

ATTGTAGGGACATCCCTTAGAATACTTATTCGTGCTGGATTAGGTCACCCAGGAACATTAATTGGGAACGACCAAATTTA

TAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTTATACCAATTTTAATTGGAGGGTTCGGAAATTGA

CTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTC

TTACTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8018 Chironominae sp.  water mite diet isolate 8018-BHL040517-GBD18395_22611-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTAGGACG

CCCAGGTACTTTTATTGGTTATGATCAAATTTATAATGTAATTGTAACTGCTCACGCTTTTATTATAATTTTTTTTTATGGT

TATGCCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTAATACTAGGAGCACCAGATATAGCTTTCCCACGAA

TAAATAATATAAGGTTTTGACTTTTACCACCCTCTTTAACTCTTTTACTTTCAAGAACAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR289362, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL802 Chironomidae sp. water mite diet isolate 802-BHL100916-GBD4570_16090-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAACCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8024 Dicrotendipes sp. water mite diet isolate 8024-BHL040517-GBD8155_10867-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCTTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGGCGAATTAGGACGA

CCCGGTACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATATTTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCACCCGATATAGCGTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTGCCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8025 Chironomus sp. water mite diet isolate 8025-BHL040517-GBD27113_15584-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTT-

GGGGCTTGATCCGGAATAGTGGGAAATTCATTTAGACTGCTTAATCGAGCAGGATTTGGACGACCCGGTACTTTCATTG

GGGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAATATAATTTTTTTCATAGTTATACCAATTTTAATTGG

AGGATTCGGAAACTGACTTGGTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCT

GACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8026 Chironomus riparius water mite diet isolate 8026-BHL040517-GBD27541_20639-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCTAAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTATTGCACATGCTTTTATTATAATTTTTTTC

ATACTTATACCAATTTTAATTAGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCTCCTCTCTTACTCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8028 Chironomus riparius water mite diet isolate 8028-BHL040517-GBD23515_10216-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATCTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACGTTTACCCCCCTCTCGTACTCTACTTCTATCTAGTTCGTTCGTGGAAAAGGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8029 Dicrotendipes sp. water mite diet isolate 8029-BHL040517-GBD7799_9139-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTGTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGAAGATCAAGTTTATAATGTAATTGTTACAGCTCATGCTTTTATTATATTTTTTTTTTATGGT

TATACCTATTTTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTACTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL803 Cricotopus sp.  water mite diet isolate 803-BHL100916-GBD25164_18383-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8032 Chironominae sp.  water mite diet isolate 8032-BHL040517-GBD23085_25817-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCCTGATCGGGTATGGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGTCA

CCCAGGAAAATTAATTGGTGACGACCGAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTGTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTGCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR670143, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8034 Chironomus sp. water mite diet isolate 8034-BHL040517-GBD20519_28444-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCCAGCTGAATTA

GGACGACCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCATTTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCAGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTAACTCTTCTACTTTCTAGTACAATCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8035 Chironominae sp.  water mite diet isolate 8035-BHL040517-GBD13204_23900-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTATTTCGTGCTGAATTTGGCC

ACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGCAATTGTTACAGCCCATGATTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGATCCCCTGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR670143, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8038 Chironomus riparius water mite diet isolate 8038-BHL040517-GBD28797_19148-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGTGGCTTGATCCGGAATAGTGGGAACTTCATTAAGACTGCTTATTCGAGCAGAATT

AGGACGACCCTGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCACTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTATTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8039 Chironomidae sp. water mite diet isolate 8039-BHL040517-GBD18840_13937-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCATGCGGGTTC

TTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTATGGTTATACCTATT

CTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCCGATATAGCTTTCCCACGAATAAATAATA

TAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCCTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR475554, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL804 Paratanytarsus sp.  water mite diet isolate 804-BHL100916-GBD9950_22340-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGGTCAGGAATAATCGGAACATCCTTAAGTATACTAAATCGAGCAGAATTAGGGC

ACCCTGGAACATTTATTGGAGATGACCAAATCTATAATGTAATTGTTACAGCTCATGCTTTTATTACAATTTTTTTTTATAG

TTATACCTATTTTAATTGGGGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCTCCCGATATAGCTTTTCCCCGTAT

AAATAACATAAGTTTTTGATTACTTTCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KM988017, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8044 Chironomidae sp.  water mite diet isolate 8044-BHL040517-GBD23179_17366-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACCTTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACTTCCTTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGAACAAATTTATAATGTAATTGTTCCAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCATCTCTTTCTCGATTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8046 Chironomus riparius water mite diet isolate 8046-BHL040517-GBD10187_8878-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACAACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTATTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8047 Chironomus sp. water mite diet isolate 8047-BHL040517-GBD19290_7839-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATT

AGGTCACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATCTTTTT

CATAGTTATACCAATTTTAATCGGGGGTTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTAACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8048 Dicrotendipes sp. water mite diet isolate 8048-BHL040517-GBD13524_14998-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTTATTAAGAATGCTTATTCGAGCAGAATTAGGACGACCCG

GAACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTTATAC

CTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAAT

AATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL805 Cricotopus sp.  water mite diet isolate 805-BHL100916-GBD7512_9659-Lunk70 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTTGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAATTTTTGATTATTACCCCCTTCTCTCACCTTGCTACTTTCAAGTACAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8052 Chironomus riparius water mite diet isolate 8052-BHL040517-GBD26773_22665-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAGCAGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGAATCGGAAACTGACTTGTCCTCCTAATACTAGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL806 Chironominae sp.  water mite diet isolate 806-BHL100916-GBD11379_14543-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTCGGAGCTTGATCTGGAATAGTAGGAACATCACTTAGTATATTAATTCGAGCAGAACTTGGTC

ACCCTGGAACTTTTATTGGTGATGATCAAATTTACAATGTTATTGTAACAGCTCACGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATCCTAATTGGTGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGTCCCTGATATAGCTTTTCCACGAA

TAAATAATATGAGATTTTGATTACTTCCCCCTTCTTTATCTCTTCTTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR155923, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8060 Chironomus sp. water mite diet isolate 8060-BHL040517-GBD21908_21850-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGACCTTTATACCTTATTTTTTGGGGCTTGCTCCGGAATAGTGGGAACTTCATTTAGAATGCTTATTCGAGCCGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTAGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACGCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8061 Chironomus sp. water mite diet isolate 8061-BHL040517-GBD23390_26654-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTT-

GGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGACTGCTTATTTGAGCTGAATTAGGAAGACCCGGAACTTTCATTG

GGGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAATATGATTTTTTTCATAGTTATACCCAGTTTAATTG

GAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTC

TGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL807 Paratanytarsus sp.  water mite diet isolate 807-BHL100916-GBD16789_15466-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGGAACTGATTATTTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTATTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8071 Chironomus riparius water mite diet isolate 8071-BHL040517-GBD21908_27496-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTTCGACCAGACTT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGTTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCGTACTCCTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8077 Dicrotendipes sp. water mite diet isolate 8077-BHL040517-GBD22765_23723-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTTATCTGGAATAGTAGGAACTTCCTTAAGTATCCTTATTCGAGCCGTATTAGGACGA

CCCGTGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATGGTTA

TACCTATTCTAATTGGAGGATTCGGAAATTTGATTAGTCCCTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8078 Chironomus sp. water mite diet isolate 8078-BHL040517-GBD7930_6757-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCATAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTGAGACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATGAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL808 Chironomidae sp. water mite diet isolate 808-BHL100916-GBD15218_22569-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATAAAGATATTGGAACACTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGA

GCTAAATTAGGTCATGCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTCGTAATA

ATTTTTTTTATAGTAATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGGGCACCAGATATA

GCCTTTCCCTCGAATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID JF412070, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8080 Chironomidae sp. water mite diet isolate 8080-BHL040517-GBD22663_22716-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTCGGTGCCTGATCAGGTATAGTGGGAACTTCCTTAAGAATATCAATTCGAGCTGAACTAGGACAT

CCCGGAACTTTTATTGGAGATGACTAAATGTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KM993958, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8082 Chironomidae sp. water mite diet isolate 8082-BHL040517-GBD25056_15232-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGATCTTGATCAGGGATATTAGGAACCTCATTCAGTATATTAATTCGCGCAGGATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACGTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

C

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KM993958, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL809 Chironomidae sp. water mite diet isolate 809-BHL100916-GBD5354_21852-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTCATGCC

GGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTCGTAATAATTTTTTTTTATAGTGAT

ACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAA

TAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID KJ167864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL810 Chironomidae sp. water mite diet isolate 810-BHL100916-GBD3559_20744-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTCACAGCACATGCTTTTGTAATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGGAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8104 Chironomus riparius water mite diet isolate 8104-BHL040517-GBD22611_7599-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGTATGCTTATTCGATCAGAATTT

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTTCCCCTAATACTTGGAGCGCCTGACATAGCGTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8108 Chironomus riparius water mite diet isolate 8108-BHL040517-GBD14210_14732-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCTTATACATTATTTTTTGGGGCTTGATTCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCTGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACGGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTCACTCTTCTTCGTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL811 Cricotopus sp. water mite diet isolate 811-BHL100916-GBD13727_10367-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACCCAG

GCTTATTAATCGGAGACTATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGTAATAC

CTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGGGCACCAGATATAGCCTTTCCCCGGATAAAT

AACATAAGTTTTTGACTTCTACCCCCATCATTAACTCTTTTGCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8110 Dicrotendipes sp. water mite diet isolate 8110-BHL040517-GBD3214_17570-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTATTTAAGTATACTTATTCGAGCCGAATTAGGATGT

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACGTCCTTCTCTAACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8111 Chironomidae sp. water mite diet isolate 8111-BHL040517-GBD7572_17888-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACTTCCTTAAGAATACTAATTCGAGCTGAATTAGGTC

AACCAGGAACATTAATTGGTGAAAACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATACCTTTTCCTCGAAT

AAATAATATAAGATTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTACAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR278209, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8112 Chironomus riparius water mite diet isolate 8112-BHL040517-GBD13525_22487-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTTTGGGGCTTGATCCGGAACAGTGGGAACTTCATTAAGAATGCTGATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGTGATGACCAAATTTATAATGTTGTAATTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCATTTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCTCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8123 Dicrotendipes sp. water mite diet isolate 8123-BHL040517-GBD4270_10841-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTACTTAAGTATACTTGTTCGAGCCGCAGTAGGACG

ACCCGGGACATTTCTTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGT

TATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAGAGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8126 Chironomus riparius water mite diet isolate 8126-BHL040517-GBD5465_12078-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTGTTGGGGCTTGATCCGGAATCGTGGGAACTTCATTAGGAATGCTTCTTCGAGCAGAATT

AGGACGACCCAGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAGTAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8130 Chironomus sp. water mite diet isolate 8130-BHL040517-GBD10986_23694-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGAGCCGGAATAGTGGGAACTTCATTAAGAATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTAAATGGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAATGCATTCGTAGAAAATGGAG

CTTGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8140 Paratanytarsus sp. water mite diet isolate 8140-BHL040517-GBD17638_14001-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCTGGAATTGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCATGCG

GGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGTTATA

CCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAAT

AATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR272133, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8145 Chironomus riparius water mite diet isolate 8145-BHL040517-GBD18085_2219-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGGCCCGTATCTTTCATTGGAGATGACCAAATTTAGAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCC

TCGAATAAATAATATAGGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCCAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8148 Dicrotendipes sp. water mite diet isolate 8148-BHL040517-GBD9416_3078-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATATTAGGAACTTCCTTAAGTATACTTACTCGAGCCGAATTAGGACGA

CCCGGTACATTTATTGACGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGTTTCGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCGAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL815 Cricotopus sp.  water mite diet isolate 815-BHL100916-GBD25799_21615-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGAACTTACTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATTAAATTTATAACGTTATTGTTACAGATCATGTTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGAAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAGTTGTTTAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8150 Dicrotendipes sp. water mite diet isolate 8150-BHL040517-GBD25309_5429-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCATTAAGTATATTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTAGTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAACA

AATAAAATAAGTTTCTGACTATTACCCCCTTCCCTAACCCCTACTACTTTCTAGTTCAATTGTAGAAAACGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8151 Chironomus riparius water mite diet isolate 8151-BHL040517-GBD18513_28941-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTGGGTACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCACTTTTAATTGGAGGATTCGGAAACTGACTTGTCTCCCTAATACTTGGAGCACCTGACATGGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8153 Chironomus sp. water mite diet isolate 8153-BHL040517-GBD26112_9063-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTT-

GGGGCTTGATCCGGAATTGTGGGAACTTCATTAAGACTGCTTATTCGCGCCGGATTAGGACGACACGGAACTTTCATTG

GGGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTTATATAATTTTTTTCATAGTTATACCAATTTTAAATGG

AGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCT

GACTTTTACCCCCCTCTCATACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8155 Chironomus riparius water mite diet isolate 8155-BHL040517-GBD24783_24075-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATCTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTT

TCTTAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCACCTGACATAGCATTTC

CTCGAATAAATAATATAAGTTTCTGACTATTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8156 Chironomus sp. water mite diet isolate 8156-BHL040517-GBD10356_9058-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTAAACATTATTTT-

GGGGCTTTATCCGGAATAGTGGGAACTTCATTTAGACTGCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTG

GGGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAATATAATTTTTTTCATAGTTATACCAATTTTAATTGG

AGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCT

GACTTTTACCCCCCTCTCTTACTCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8157 Paratanytarsus sp. water mite diet isolate 8157-BHL040517-GBD24270_4466-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTTCATTTTTGATGCCTGATCAGGAATAGTAGGAACTCTCCTATGAATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACTAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGTT

ATACCTATTTTAATTGTAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCGTTTCCTCGAAGA

AATAATATAAGATTTTTGACTTCTTCCCCCCTCTTTAACTCATTTACTTTCAAGTAGAATAGTGGAAAATGGCGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8158 Dicrotendipes sp. water mite diet isolate 8158-BHL040517-GBD28110_9180-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCGTTCCCACGAAAA

AATAAGATAAGTGTCTGACTATTACCTCCTTCGCTAAACCCTTCTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8161 Chironomus riparius water mite diet isolate 8161-BHL040517-GBD16071_4606-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGAGCCGGAATAGTGGGAACTTCATTAAGAATGCTTATGCGAGCAGAAT

TAAGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTGACTGCACATGCTTTTATGATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTAGGAGACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8169 Chironomus riparius water mite diet isolate 8169-BHL040517-GBD15965_17321-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGTCTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAAATTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGTGCACCGGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTTCTAGTTCTTTCGTAGAAAGTGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL817 Psectrocladius sp. water mite diet isolate 817-BHL100916-GBD25352_7128-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCTTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGCTCCTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTA

ATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8170 Chironomidae sp.  water mite diet isolate 8170-BHL040517-GBD13744_10519-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACC

Using NCBI BLASTN in June 2018, this sequence was 99.0% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8174 Chironomus riparius water mite diet isolate 8174-BHL040517-GBD20146_7639-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGTACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGACCCGTTACTTTCATTGGAGATGACCAAATTTATAATCTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8175 Chironomus sp. water mite diet isolate 8175-BHL040517-GBD22918_25290-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTT-

GGGGCTTGATCCGGAATTGTGGGAACTTCATTTAGACTGCTTATTTGAGCAGAATTTAGACAACCCGGAACTTTCATTGG

GGATGACCAAATTTACAATGTTGTAGTTACTGCACATGCTTTTAATATAATTTTTTTCATAGTTATACCAATTTTAATTGGA

GGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTG

ACTTTTACCCCCCTCTCTAACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8177 Chironomus riparius water mite diet isolate 8177-BHL040517-GBD17145_26812-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTTATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTGTAATCTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGAATTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAGATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACTCTTCTTCTTACTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL818 Dicrotendipes sp.  water mite diet isolate 818-BHL100916-GBD16881_5053-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTGTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGATATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATTGT

TATACCTATTCTAATTTGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAACTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8182 Chironomus riparius water mite diet isolate 8182-BHL040517-GBD19774_27958-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTAATTAAGAATGCTTATTCGAGCAGAATTA

GGACGACACGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTGATTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTTCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCCGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8199 Chironominae sp.  water mite diet isolate 8199-BHL040517-GBD23166_25891-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTTGGGGCTTGATCTGGTTTAGTAGGTACTTCTTTAAGTATGCTATTTCGAGCAGATCTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTATTTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAGTA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8200 Dicrotendipes sp. water mite diet isolate 8200-BHL040517-GBD6019_20082-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCAGAATTGGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGT

TATACCTATTCTAATTGGAGGATTCGGAAATTGATTATTCCCTTTAATATTAGGAGCTCCCGAAATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGAACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8203 Chironomus sp. water mite diet isolate 8203-BHL040517-GBD14281_21573-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGAGACTTTACACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACTACCCGGAAATTTCATTGGAGATGACTAAATTTATAATGTTGTATTTACTGCACATGCTTTTATTATAATCTTTTTC

ATAGTTATACCAGTTTTAATCGGAGGTTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8207 Chironomidae sp.  water mite diet isolate 8207-BHL040517-GBD13747_16525-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCTTAAGAATACTAATTCGTGCTGAATTAGGT

CAACCAGGAACATTAATTGGTGACGACTAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAACCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTTCCACCTTCTCTTTCTCTTTGACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL821 Chironomidae sp. water mite diet isolate 821-BHL100916-GBD12356_2717-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAAT

CTTAATTCGAGCTGAATTAGGTCATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATG

CTTTTGTAATAATTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAAATTGATTAGTCCCGTTAATATTAGGA

GCCCCCGACATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAACT

CTCTAGTTGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 91.1% 

identical to accession ID KM102730, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8210 Chironomus sp. water mite diet isolate 8210-BHL040517-GBD28221_19951-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTGTATACATTATTTTTGGG-

CTTTATCCGGAATTGTTGGAACTTCATTCAGACTGCTTATTCGAGCAGAATTAGGACGAACCGGAACTTTCATTGGGGAT

GACCAAATTTATAATGTTGTAGTTACAGCACATGCTTTTAATATAATTTTTTTCATAGTTATACCAATTTTAATTGGAGGAT

TCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTT

TACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL822 Paratanytarsus sp.  water mite diet isolate 822-BHL100916-GBD16598_27008-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTACTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8222 Chironomidae sp.  water mite diet isolate 8222-BHL040517-GBD20085_7930-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAGTAGGTACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATACTTTTTTTTATA

GTTATACCAATTTTAATTTGAGGGTTCGAAAATTGACTTTTACCTTTAATATTAGGAGCCCCATGATATAGCTTTTCCTCG

AATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCATTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

AC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8223 Paratanytarsus sp. water mite diet isolate 8223-BHL040517-GBD3507_11430-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATACTTCATTTC-

GGTACCTGATCAGGGATAGTGGGTACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCCCGGAACTTTTATTG

GTGATGACCAAATTTATAATGTAATTGTTATAGCTCATGCATTTATTATAATTTTTTTCATAGTTATACCTATTCTAACTGG

AGGATTTGGGAACTGATTACTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTCCCTCGAATAAATAATATAAGTTTTT

GACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR292109, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8227 Dicrotendipes sp. water mite diet isolate 8227-BHL040517-GBD8721_10842-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTCAGAACTTCCTTAAGTATACTTATTCGAGCCTAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTATAGCTCATGCTTTTATTATAATTTTTTTTATTGTTA

TACCTATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAACTTTCCCATGAATAA

ATAATATAAGTTTCTGACTATGACCTACTTCTCTAACCCTTCTGCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL823 Cricotopus sp.  water mite diet isolate 823-BHL100916-GBD28673_20508-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATCTTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTCGGTCAT

GCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTTGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCCCGAATA

AATAATATAAGTTTTTGATTATTACCCCCCTTCTCTCACCTTACTACTTTCAAGTGCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8236 Chironominae sp.  water mite diet isolate 8236-BHL040517-GBD12970_18587-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTATGTATGCTAATTCGAGCAGAACTTGGACCA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGGATACGCTTTTATTATAAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTGTTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTCTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL824 Cricotopus sp.  water mite diet isolate 824-BHL100916-GBD15522_3883-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTCGAGAATCTTAATTCGAGCTGAATTAGGT

CATTCCTTATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGAGTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTCCCCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8248 Chironomus sp. water mite diet isolate 8248-BHL040517-GBD12373_25600-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTTTTCGAGCAGAATT

AGGACGACGCAGAACTTTCAATGGAGATGAGCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATAACAATTTTAATTGGAGGATTCGGAAACTAACTTGTCCACCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8249 Chironomus riparius water mite diet isolate 8249-BHL040517-GBD18467_9053-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAGTGTAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGAATTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCGTACTCTTCTTCTTTCTAGTTCTCTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL825 Chironomidae sp. water mite diet isolate 825-BHL100916-GBD14345_23669-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTTAGAATTCTAATTCGAGCAGAATTAGGACA

TGCAGTGTGATTAATTAGAGACGATCAAATTTATAATGTAATTGTTACAGCTGATGCTTTTGTAATAATTTTTTTTTATAG

TTATACCAATCTTAATTGGAGGATTTGGAAACTGACTAGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGA

ATAAATAATATAAGTTTTTGAATGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8250 Chironomus sp. water mite diet isolate 8250-BHL040517-GBD7495_17922-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACAAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATATTTATTCCAATTTTAATTGGAGGATTCGGAAACTGTCTTCTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

CCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8255 Chironomus riparius water mite diet isolate 8255-BHL040517-GBD26068_6815-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCAGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTTTTTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGTCCCCCTAATACTTGGGGCACCTCACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTATTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8256 Chironomus sp. water mite diet isolate 8256-BHL040517-GBD4215_16360-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACAAAATTTATAATCTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAATACTTGGAGCACCTGACATAGCTTTTC

CACGAATAAATAATATAAGTTTCTGACTTTCACCCCCCTCACTTACTCTACTTCTATCTAGTTCATTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8258 Chironomus sp. water mite diet isolate 8258-BHL040517-GBD27028_22105-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGGACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAGTGCTTATTCGAGTAGAATT

AGGACGACCCGGAACTTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATCGGAGGTTTCGGAAACTGATTTGTTCCCCCTAATACTGGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTAACTCTTCTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8261 Dicrotendipes sp. water mite diet isolate 8261-BHL040517-GBD26414_22311-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGTCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAGTTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGTTTCGGAAATTGAATAGTCCCTTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8262 Chironomus riparius water mite diet isolate 8262-BHL040517-GBD29535_16844-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGAGGCTTGATCCGGAATAGTTGGAACTTCATTAAGCATGCTTATCCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCGTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCACTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8264 Chironomus sp. water mite diet isolate 8264-BHL040517-GBD25357_24677-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTT-

GGGGCTTGATCCGGAATTGCGGGGACTTCATTTAGACTGCTTATTCGAGCTGGATTAGGACGACCCGGAACTTTCATTG

GGGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTTATATAATTTTTTTCATAGTTATACCAATTTTAATTGG

AGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCT

GACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8267 Chironomus riparius water mite diet isolate 8267-BHL040517-GBD4106_10656-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTGTTGGGGCTTGATCCGGAATAGAGGGAACTTCATTAAGAATGCTTATTCAAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGTTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTGTCCCCCTAATAATTGTAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8270 Chironomus sp. water mite diet isolate 8270-BHL040517-GBD20159_16586-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGGTCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAACATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CGTAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCCGACTTTTACCCCCCCGCTCTTACACTTCATCTGTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8271 Chironomus sp. water mite diet isolate 8271-BHL040517-GBD21157_14197-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGTTTGATCCGGTATAGTGGGAACTTCCTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGGGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTGACCCCCCTCTCTTACACGACTTCTTTCTAGTGCTTTCGTAGAGAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8277 Dicrotendipes sp. water mite diet isolate 8277-BHL040517-GBD2883_9941-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTAAATTTTTGGAGATTGATCTGGAATAGTATGAACTTCCTGAAGTATACTTATTCGAGTTGCATTAGGACG

ACCCGTGACATTTATTGGAGATGATCAAGTCTACAATGTAATTGTTACAGCTCATGCTTTTTTTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGACCCCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAAATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8279 Chironomus riparius water mite diet isolate 8279-BHL040517-GBD25571_10594-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGCTCAGGAATAGTGGGTACTTCATTATGAATGCTTATTCGAGCAGAATT

AGGACGAGCCGGAACTTTCTTTGGAGATGACCAAATTTAAAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL828 Cricotopus sp. water mite diet isolate 828-BHL100916-GBD7501_9662-Lunk70 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GAACACTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGT

CATGCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTCGTAATAATTTTTTTTTATA

GTAATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCTTTCTCTCACCTTACTTCTTTCAAATTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8286 Dicrotendipes sp. water mite diet isolate 8286-BHL040517-GBD16855_22585-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCTGAATTAGGACGA

CCCGGGACATTTATTGGTGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATATTTTTTTTTTATGGTT

ATACCTATTCTAACTGGAGGTTTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8288 Chironomus riparius water mite diet isolate 8288-BHL040517-GBD21632_20813-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGACTTGATCCGGGATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCTTAAAACTTGAAGCACCTGACATAG-

TTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTATCTAGTTCTTTAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL829 Chironomidae sp.  water mite diet isolate 829-BHL100916-GBD22338_19889-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTTGGGGCCTGATCGGGGATAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGG

TCACCCAGGAACATTATTTGGTGACGACCAAATTTACAAAGTATTTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATA

GTTATACCAATTTTAATTGGAGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTTCTCTTTTACTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8297 Dicrotendipes sp. water mite diet isolate 8297-BHL040517-GBD15241_1951-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTGATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGGGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATCATTTTTTTTTATGG

TTATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAA

TAAATAATATAAGTTTCTGACTATTACCTCCATCTCTAACCCTACTACTATCAAGAACAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL830 Chironomidae sp.  water mite diet isolate 830-BHL100916-GBD5214_22065-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATATTTTTATTTTTGGAGCATGATCAGGACTAGTTGGAACTTCCTTAAGAATATTACTTCGAGCTGAATTAGGA

CATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTATTGCACATGCTTTCTTTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTATTAGCCCCATCTCTAACATTATTACTATCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8301 Dicrotendipes sp. water mite diet isolate 8301-BHL040517-GBD18332_11348-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATCCTTATTCGAGTCGAATTAGGCCGA

CCCGGGGCATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTAATGCTTTTATTATAATTTTTTTTTATGATT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCTCCCGATATAGCTTTCCCACGAATA

AATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8305 Chironomus riparius water mite diet isolate 8305-BHL040517-GBD15772_6873-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATAACCAAATTTATAATGTTGTAGTTTCTGCACATGCTTTTATTATAATTTTTT

TCGTAGTTATACCAATTTTAATTAGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAATACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8308 Chironomus sp. water mite diet isolate 8308-BHL040517-GBD24733_23347-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTGTTTT-

GGGGCTTGATCCGGAATAGTTGGCACTTCATTTAGACTTCTTATTCGAGCAGAATTAGGACGACCCGGAACTGTCATTG

GGGATTACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAATATAATTTTTTTCATAGTTATACCAATTTTAATTGG

AGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCT

GACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8309 Chironominae sp.  water mite diet isolate 8309-BHL040517-GBD21933_11263-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGGGCCTGATCGGGGTTAGTAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGTCA

CCCAGGAACATTAATTGGTGACGACCAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTT-

ATAGTTATACCAATTTTAATTGGTGGGTTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGATTACTCCCTCCTTCTCTTACCCTTTGACTTTCAAGTGCAATTGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR670143, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL831 Chironomidae sp. water mite diet isolate 831-BHL100916-GBD27168_18784-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAAAATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8310 Chironomus riparius water mite diet isolate 8310-BHL040517-GBD25538_11687-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTT-

GGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGTACGGCCCGGAACTTTCATTG

GAGATGACCAAATTTATAATCTTTTAGTTACTGCACATGCTTTTATTATAATTTTTTTTTCATAGTTATACCAATTTTAATTG

GAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTC

TGACTTTTACCCCCCTCTCTTACTCTTCCTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8311 Paratanytarsus sp.  water mite diet isolate 8311-BHL040517-GBD4690_7707-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATCTTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGCATATTAATTCGAGCTGAACTAGGACA

TCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTATAGCTCATGCTTTTATTATAATTTTTTTTCATAGT

TATACCCTTTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAATAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL832 Cricotopus sp.  water mite diet isolate 832-BHL100916-GBD1868_17271-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGAACCTCTCTTAGAATTTTAATTCGAGCAAAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTTTAATAATTTTTTTTTATAGT

AATACCAATTCTAATTGTAGGATTTGGAAATTGATTAGTCCCTTTAATACTAGGAGTCCCAGATATAGCATTCCCTCGAAT

AAATAACATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8322 Dicrotendipes sp.  water mite diet isolate 8322-BHL040517-GBD29008_16567-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCAAGCTTTTATTATATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCTGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATA

AATAATATGAGTTTCTGACTATTACCTCCTTCTCTAACCCGTCTTCTTTCTAAATCAATTGTAGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8323 Dicrotendipes sp. water mite diet isolate 8323-BHL040517-GBD22492_18862-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGCACTTCCTTAAGTATACTTATTCGAGTCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGTTCATGCTTTTATTATAATTTTTTTTATGGTTA

TACCTATTCTAATTGGAGGTTTCGGAAATTGATCAGTCCCTTTTAATATTAGGAGCACCCGATATAGCTTTCCCACGAATA

AATAATATAAGATTCTGACTATTACTTCCTTCTCTAACCCTTCTTCTATCTAAATCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8326 Chironominae sp. water mite diet isolate 8326-BHL040517-GBD28894_19385-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATACTTCATTTTCGGTGCCTGGTAAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACAT

CCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTAGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGTCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8328 Chironomus sp. water mite diet isolate 8328-BHL040517-GBD21430_7137-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTT-

GGGGCTTGATCCGGAATAGTGGGAACTTCCTTTAGGCTGCTTTTTTGGGCAGAATTTGGACGACCCGGAACTTTCATTG

GGGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTAATATAATTTTTTTCATAGTTATACCAATTTTAATTGG

AGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCT

GACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL833 Chironomidae sp. water mite diet isolate 833-BHL100916-GBD18082_2080-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACACTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAAT

TTTAATTCGAGCTGAATTAGGTCATGCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATG

CTTTCGTAATAATTTTTTTTATAGTAATACCTATTTTTATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGGAG

CCCCCGACATAGCATTCCCTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTC

TCTAGTTGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.6% 

identical to accession ID KM102730, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8332 Chironominae sp.  water mite diet isolate 8332-BHL040517-GBD28552_13154-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTATGTATGTTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGATCATATTTACAATGTAATTGTCACAGCATACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGCTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTATAAAATGGAGCTGGAACA

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8333 Chironomus sp. water mite diet isolate 8333-BHL040517-GBD13779_21850-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCTTTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTCCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTATTTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTAGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATACAAGTTTCTGACTTCTACCCCCCTCTCTGACTCTTCTTCTTTCTAGTTCATACGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8338 Chironomus riparius water mite diet isolate 8338-BHL040517-GBD23445_25989-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGAGCCTGATCTTTCATTGGAGATGACTAAATTTATAATTTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATGAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8352 Chironomidae sp.  water mite diet isolate 8352-BHL040517-GBD10906_8802-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGGGCCTGATCGGGGATAATAGGGACATCCCTAAGAATACTAATTCGTGCTGAATTAGGT

CACCCAGGAACATTAATTGGTGACGAACAAATTTATAATGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTCGGAAATTGACTTTTACCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTAGA

ATAAATAATATAAGTTTCTGATTACTCCCTCCTTCACTATCTCTTTTACTATCTAGTTCAAATGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR290422, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8365 Dicrotendipes sp. water mite diet isolate 8365-BHL040517-GBD3557_8583-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTCTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACG

ACCCGGTACATTTATTGGAGATGATCAAATCTATAATGTAATTGTTACAGTTAATGCTTTTATTATAATTTTTTTTATGGTT

ATACCCATTCTAATTGGAGGTTTCGGAAATTGATTAGTCCCCTTTAATATTAGGAGCTCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGAACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8366 Chironomus sp. water mite diet isolate 8366-BHL040517-GBD23889_4707-Ldc67 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGACTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTCTTATAATTTTTTT

TCTTAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGAGCTCCGGACAAAG-

TTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8369 Chironomus riparius water mite diet isolate 8369-BHL040517-GBD18967_22873-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGTTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CAAAGTTATACCCATTTTAATTGGAAGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACCCTTCTTCTTTCTAGTTCTATCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8371 Chironomus riparius water mite diet isolate 8371-BHL040517-GBD12739_12330-Ldc67 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAAATTTATACATTATTTTTGGGGCTTGATCCGGAACAGTGGGAACTTCATTATGAATGCTTATTAGAGCAGAATT

AGGACGACCCGGAACTTTCATTGAAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTAACTTTTACCCCCCTCTCTTACTCTTCGTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8374 Oligochaeta sp. water mite diet isolate 8374-BHL101416-GBD16207_16981-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTGCCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTTCTAATTC

AATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL8375 Chironomus riparius water mite diet isolate 8375-BHL101416-GBD25857_19453-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTAACTTGT-

CCCATAATACTAGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGGCTTTTACCCCCCTCTCATACT

CTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8378 Amphichaeta raptisae water mite diet isolate 8378-BHL101416-GBD13594_21742-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8379 Chironomus crassicaudatus water mite diet isolate 8379-BHL101416-GBD8557_10954-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAGTTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTTGTAGTTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAATTCATTTGCAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8380 Chydorus brevilabris water mite diet isolate 8380-BHL101416-GBD21444_21434-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACAAAG

AGGGACCAGTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGTTAT

ACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCCCGTCTTA

ATAAATTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTGGGGGGGGGCAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8381 Oligochaeta sp. water mite diet isolate 8381-BHL101416-GBD18933_16680-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTTTTAGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTATTACTTGGAGCACC

AGATATGGCCTTCCCACGACTTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTAGTTTCTTCTGCTGCA

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8382 Chironominae sp.  water mite diet isolate 8382-BHL101416-GBD12740_19749-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATTAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTACTCATGCATTTATTATATTTTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTCTCAAGTTCGATTGTAGAAAATGGAGCTGAAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8383 Chironomus crassicaudatus water mite diet isolate 8383-BHL101416-GBD8480_7376-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATATTATTTTGGTGCTTGCTCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGC

AGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAA

TTTTCTTTATAGTTATACCAATTTTAGTTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGATCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8384 Chironomidae sp.  water mite diet isolate 8384-BHL101416-GBD21573_16830-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGGCCATACTTTTATTATAATTTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGATTTGGAAATTGACTAGTGCCATTAATATTAGGAGCACCTGATATGGCATTTCCTCG

AATAAATAATATAAGATTTTGACTTTTACCCCCTTCCTTAACATTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8385 Lebertia sp.  water mite diet isolate 8385-BHL101416-GBD22359_12472-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGAAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTAAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTTCATA

GTAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATTAGAGCCCCAGATATAGCTTTTCCACG

AATAAATAATATAAGATTTTGACTTCCTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8386 Chydorus brevilabris water mite diet isolate 8386-BHL101416-GBD22839_25659-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTCTTTGGAATTTGAGCTGGTATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATAAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTCTTAGTAGGGGGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8387 Chironomus sp. water mite diet isolate 8387-BHL101416-GBD22697_19494-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTCTAGGGGCTTCACCCGGAATAGTGGTAACTTCATTAAGAATGCTTATTCGAGCAGATTT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCAACTTCTTTCTAGTGCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8388 Oligochaeta sp. water mite diet isolate 8388-BHL101416-GBD27297_11431-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAAGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTT

CCTAATAATTTTCTTTATGGTTATACCAGTATTTATTGGAGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGAATAAACAATTTAAGATTCTGACTACTACCACCTTCACTAACCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8390 Chironomus riparius water mite diet isolate 8390-BHL101416-GBD26041_14341-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACGTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTGTTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCACTAATACTTGGAGCACCTGACGTAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTGTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8391 Chironomus sp. water mite diet isolate 8391-BHL101416-GBD12626_17340-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTGGGAACTTCATTAAGAATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACCTTTACCCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8392 Chironominae sp.  water mite diet isolate 8392-BHL101416-GBD21071_15972-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAAGAATGGTAGGAACTTCTTTAAGTATACTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAACGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGGCTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8393 Chironomus sp. water mite diet isolate 8393-BHL101416-GBD23817_10486-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCCGGAAATTTCATTGGCGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTC

TCATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAAGACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGCTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTGCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8394 Chironomus sp. water mite diet isolate 8394-BHL101416-GBD25338_25324-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTAGTGCACATGCTTTTATTATAATTTTTTT

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTT

CCTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATAGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8395 Psectrocladius sp. water mite diet isolate 8395-BHL101416-GBD21527_25221-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTCATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCCGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAA

TAAGTAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8396 Phaenopsectra sp. water mite diet isolate 8396-BHL101416-GBD6357_19314-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCAT

CCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATA

AATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8397 Chironominae sp. water mite diet isolate 8397-BHL101416-GBD10784_18612-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCAC

CCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAA

ACAATATAAGTTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8398 Chironominae sp. water mite diet isolate 8398-BHL101416-GBD22958_6691-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTAGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTCCCCTCGAATA

AATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8400 Chironomus sp. water mite diet isolate 8400-BHL101416-GBD4215_15758-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACACTATACTTTATTTTTGGTCCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATCACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCTTTTAATATTTAGGAGCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8401 Phaenopsectra sp.  water mite diet isolate 8401-BHL101416-GBD17100_7762-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCCTCTCTTACTCGTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8402 Chironomus riparius water mite diet isolate 8402-BHL101416-GBD21793_20932-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAAAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAACTTTCATTGGAGGTGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTAGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGTTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8403 Chironomus sp. water mite diet isolate 8403-BHL101416-GBD17238_23764-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATT

AGGTCACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTT

TATAGTAATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATAATTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8405 Chironomus sp. water mite diet isolate 8405-BHL101416-GBD10051_12899-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGAAGACCCGGGACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCCTAATTCTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8407 Chironominae sp.  water mite diet isolate 8407-BHL101416-GBD10479_15350-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATATTTTTTTTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGAATATTAATCCGAACGGAATTAGGTC

ATCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGAGGATTTAGAAATTGGTTATTACCACTAATATTAGGAGCCCCTGATATGGCTTTTCCACGAAT

AGATAATATAAGATTTTGATTATTACCACCATCTCTTACATTATTACTTTCAAGAAGAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR661442, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8408 Chironomus sp. water mite diet isolate 8408-BHL101416-GBD12604_8302-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGCTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8409 Chironominae sp.  water mite diet isolate 8409-BHL101416-GBD16198_12104-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGTCGGACTTGGCCAT

CCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCACGCATTTATTATAATTTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATA

AACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8412 Phaenopsectra sp.  water mite diet isolate 8412-BHL101416-GBD23752_14539-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATAAAGCATTTCCTCGGAT

AAAAAATATAAGTATTTGACTTTTACCCCCCTTCTTTAACTTTACTTCTTTCTACTACAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8414 Chironomus sp. water mite diet isolate 8414-BHL101416-GBD15239_5482-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGAGCCGAAATAGTGGGAACTTCATTAAGAATGCTTATGCGAGCAGAAT

TAGGACGATCCGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACATGTCCCCCTAATACTTGGAACACCTGATATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8416 Phaenopsectra sp. water mite diet isolate 8416-BHL101416-GBD5856_19047-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATTAGGACGACCC

GGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGTAATA

CCTATTTTAATTGGGGGATTTGGTAATTGGTTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAAAT

AATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.7% 

identical to accession ID KR274695, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8418 Oligochaeta sp. water mite diet isolate 8418-BHL101416-GBD25313_7665-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGGGAGAGATCAACTATATAATACTCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGC-

TTTCCTACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8419 Chironomus sp. water mite diet isolate 8419-BHL101416-GBD27961_10108-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAACTGAATTA

GGTCACCCAGGAACTTTAATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGATTTTTACACCCCTCTCATGCTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL842 Chironomidae sp. water mite diet isolate 842-BHL100916-GBD7684_22063-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTGTTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAAAACTCGATCAC

GCTGATTCTTTCATCGGAGAAGATCAAATTTATAATGTAATTGTTACCGCTCATGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCCCCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTATTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR752938, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8422 Oligochaeta sp. water mite diet isolate 8422-BHL101416-GBD19681_26852-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAACTGGAACAGGAACTAGAATATTA

ATTCGGATTAAATTATCTCAACCAGGATCATTACTATGGAAGAGATCAACTAGATAATACTCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCGTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8424 Chironomus sp. water mite diet isolate 8424-BHL101416-GBD20151_8827-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGAGATGACCAAACTTATAATGTTGTAGTTACTGCACATGCTTTTATTATATTTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACATTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KC750313, identified in GenBank as 

Chironomus nepeanensis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8426 Chironomus sp. water mite diet isolate 8426-BHL101416-GBD27330_16804-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTATTTAAGTATATTAATTCGAGCTGAATTA

GGTCACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTCTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAACACCAGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8427 Cricotopus sp.  water mite diet isolate 8427-BHL101416-GBD21524_16189-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGAATAGTGGGTACCTCTCTTAGAATTTTAATTCGAGCAGAATTAGGTCA

TGCGGGTTCTTTAATTGGAGATGATCAAATTTACAATGTAATTGTTACTGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

AATACCAATTCTAATTGGAGGATTTGGAAATTGATTAGTCCCTCTAATACTAGGAGCCCCAGATATAGCATTCCCTCGAA

TAAATAATATAAGATTTTGATTATTACCACCTTCTTTAACATTATTATTATCAAGATCTATTGTAGAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR656807, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8428 Chironomus sp. water mite diet isolate 8428-BHL101416-GBD13973_12701-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACGTTATACTTTATTCTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGTATGCTTGTTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTTC

CTCGAATAAATAATAAAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTGCTACTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8429 Phaenopsectra sp. water mite diet isolate 8429-BHL101416-GBD14320_11225-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTTATAGT

AATACCTATTCTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AGATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL843 Cricotopus sp.  water mite diet isolate 843-BHL100916-GBD11757_20659-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTATCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGTGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCTTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCCTTCTCTCACCTAACGTCTTTCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8433 Oligochaeta sp. water mite diet isolate 8433-BHL101416-GBD14009_10259-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACCTAATCTTAGGAGTTTGAGCTGGAAATAATTGGAACAGGAACTAGAATATT

AATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCAT

TCCTAATAATTTTCTTTCTGGGTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTGTACCTCTAATACTTGGAGCAC

CAGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTAGTAGTTGCTTCTGCTG

CCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8434 Chydorus sp. water mite diet isolate 8434-BHL101416-GBD13737_24214-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTAATTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAACGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGGTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCGTTCCCTCGT

CTTAATAAATTAAGTTTCTGGCGTCTTCCCCCAGCTTTAACCCTTCTTTTAGAAGGGAGGGGGCAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8435 Phaenopsectra sp. water mite diet isolate 8435-BHL101416-GBD4063_18566-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTTGGTACTTCTTTAAGTATGCTAATTCGAGCAGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATA

AATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTGTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR274695, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8436 Oligochaeta sp. water mite diet isolate 8436-BHL101416-GBD16760_5797-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAGTCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTAGCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATAAAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTTGTTATACCATTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCCCCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGCGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.4% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8437 Chironomus sp. water mite diet isolate 8437-BHL101416-GBD27616_16925-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTT

GGACGACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTAACTAGT-

CCCTTTATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCCTTACTTAC

TCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8439 Phaenopsectra sp. water mite diet isolate 8439-BHL101416-GBD5283_21744-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATAAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCAC

CCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGGGCCCCTGATATAGCATTTCCTCGAATAA

ATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR769945, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8440 Chironomus sp. water mite diet isolate 8440-BHL101416-GBD7315_16703-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAGCTTCCCTTAGATTATTTATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTTGGTGATGACCAAATTTATAATGTATTAGTTACAGCTCACGCATTTATTATAAT

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGATCTCCAGATATGGC

CTTCCCTCGAATAAATAATATAAGTTCTTGACTTCTCCCCCCATCCTTAACTCTACTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8441 Chironomus sp. water mite diet isolate 8441-BHL101416-GBD24983_17920-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGAAAACTAACTTGT-

CCCATAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGATTCTGACTTTTACCCCCCTATCTAACT

CTACTAATTTCTAGTTCATTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8442 Chironominae sp. water mite diet isolate 8442-BHL101416-GBD25256_5984-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTCATAGT

TATACCAATTTTAATTGTGGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTCCTCGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAATA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8444 Chironomus sp. water mite diet isolate 8444-BHL101416-GBD29111_15313-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTCGGACGACCTGGATCTTTTATTGGTTATGACCAAATTTATAATGTAGTTGTTACAGCTCACGCATTTATTATAATT

TTTTTTTATAGTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGC

ATTTCCTCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTAACTTTACTTCTTTCTAGTTCAATCGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8446 Chironomidae sp.  water mite diet isolate 8446-BHL101416-GBD21425_25842-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTTATTCGACTCGAATTAGGACA

CCCAGGCTCATTAATCGGAGAAGAACAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCGTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8447 Chironominae sp. water mite diet isolate 8447-BHL101416-GBD20246_15945-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGATCTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8448 Chironominae sp.  water mite diet isolate 8448-BHL101416-GBD21521_19523-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAACAATATAAGTTTTTGATTACCTCCTCCATCTCTAACACTACTTCTTTCAAGTACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8449 Chironomus sp. water mite diet isolate 8449-BHL101416-GBD22518_14953-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGAGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGCCCCCCTAATACTTGGAGCACCTGACATAGCTTCTC

CTCGAATAAATAATATAAGCTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL845 Cricotopus sp.  water mite diet isolate 845-BHL100916-GBD18138_14574-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTAAAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTAATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAAAAATAAAAGTTTTTGATTATTCCCCCCTTCTCACACCTTACTTCATTCAAGTGCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8453 Chironomus sp. water mite diet isolate 8453-BHL101416-GBD20373_8490-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTTGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAAT

GGAGCTGGAACTGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8454 Chironomus sp. water mite diet isolate 8454-BHL101416-GBD8111_23015-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGC

AGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAA

TTTTTTTTCATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATG

GCCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8455 Oligochaeta sp. water mite diet isolate 8455-BHL101416-GBD3151_16979-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATCGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCCTTCCCACGATTTAACCATTTAAGATTCTGACTACTACCACCTTCCCTAATCCTATTAGTTTCTTCTGCCGCC

GTAGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL8460 Phaenopsectra sp. water mite diet isolate 8460-BHL101416-GBD3552_13420-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTGTAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGATCTTGGACGA

CTTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTA

ATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATA

AATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR274695, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8461 Chironomus sp. water mite diet isolate 8461-BHL101416-GBD19449_17936-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGCTATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTACTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAATTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTTTCCTCGAATAAATAATATAAGCTGCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8473 Chironomus sp. water mite diet isolate 8473-BHL101416-GBD11982_17182-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTAGAGCTTGATCAGGAATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTTAATGCTTGGAGCATATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTATTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8477 Oligochaeta sp. water mite diet isolate 8477-BHL101416-GBD16896_20122-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGATTAAACCAGTATTTATTGGGGGAGTTGAAAATTGACTTCTACCTCTAATACTTGGAGCATC

AGATATAGCTTTCCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8478 Chironomus riparius water mite diet isolate 8478-BHL101416-GBD19352_27814-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGAGGCTTCATCCGGAATATTGGGAACTTCATTAAGAATGCTTATTCGAGCATAATTA

GGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATTCTTGGAGCACATGACATAGCTTTTCCT

CGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTGTCTAGTTCTTGCGTAGAAAATGGAGCT

GGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8483 Chironominae sp.  water mite diet isolate 8483-BHL101416-GBD16417_5250-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTAATCAGGAATGGTAGGAACTTCTTCAAGGATATTAATTCGAGCCGAACTTGGCC

ATCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8489 Chironomus sp. water mite diet isolate 8489-BHL101416-GBD19172_11638-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTA

GGTCACCCAGGAACTTTAATTGGAGATGATCAAATTTAAAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCT

CGAATAAATAATACAAGTTTCTGACTTTGACCCCCCTCTCTTACGCGTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL849 Chironomidae sp.  water mite diet isolate 849-BHL100916-GBD18055_8318-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTTTATTTTATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTTTAAGAATTCTAATTCGAGCAGAATTAGGATA

TGCAGGCTCATTATTTGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTTTATAGT

TATACCAATCTTAATTGGAGGATTTGGAAATTGACTCGTTCCTTTAATATTAGGAGCACCTGATATGGCTTTCCCACGAAT

AAATAATATAAGATTTTGATTGTTGCCCCCATCATTAACTTTATTATTATCTAGATCAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KM964594, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8490 Chironomidae sp. water mite diet isolate 8490-BHL101416-GBD11780_19114-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTAATCTTAGGAGTATGAGCAGGAATAGTTGGTACAAGAACAAGACTATTAATTCGTATTGAATTAACCCA

TCCTGGAGCCTTTTTAGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGTTATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8492 Chironomus sp. water mite diet isolate 8492-BHL101416-GBD9942_20697-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCATTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTGTCAAGTTCAATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8495 Oligochaeta sp. water mite diet isolate 8495-BHL101416-GBD22933_23760-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAATTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAAATTATATCAACCAGGATCATTCCTAGGAAGAGATCAACTTTTTAATACTCTAGTAACTGCACATGCTTT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGACTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8496 Phaenopsectra sp. water mite diet isolate 8496-BHL101416-GBD11739_25220-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACTCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATATGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8498 Chironominae sp. water mite diet isolate 8498-BHL101416-GBD27540_12920-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGAAGCTTGACCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCAT

CCAGGTACTTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8500 Chironominae sp.  water mite diet isolate 8500-BHL101416-GBD23615_26607-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTTGGAACTTGGTCAGGAATGGTGGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCC

ATCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTATTTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCCTTTCCTCGAAT

AAACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8504 Chironomus sp. water mite diet isolate 8504-BHL101416-GBD17356_28909-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

TCATAGTTAGACCAATTTTATTTGGAGGATTCGGAAACTGACTTTTCCCCCTAATGTTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCACTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8509 Chironomus sp. water mite diet isolate 8509-BHL101416-GBD24295_20371-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGG-

AACTGACTTGTCCCCCTAATGCTTGGAACACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCC

CCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8510 Oligochaeta sp. water mite diet isolate 8510-BHL101416-GBD12435_15255-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATCATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTATGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAACCCTATAAGAATCTTCTGCTGCC

GTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 85.7% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8521 Chironomidae sp. water mite diet isolate 8521-BHL101416-GBD16869_11523-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCAC

CCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGTAA

TACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCTTA

ATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAAC---CCTTCTTT-TAGTGGGGGGGGGCA---

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.8% 

identical to accession ID KR769945, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8523 Phaenopsectra sp. water mite diet isolate 8523-BHL101416-GBD27139_17794-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATTTTAATTCGAGCAGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCTTTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGGTTTGGTAATTGATTAGTACCTCTAATATTGGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTTCCCCCGTCTTTAACTTTACTACTATCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8524 Chironomus sp. water mite diet isolate 8524-BHL101416-GBD9428_20258-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTACCCTATACTTTATTTTTGGAGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTAACATGT-

CCCATAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTC

TTCTTCTTTCTAGTTCTTTCATAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8529 Chironominae sp. water mite diet isolate 8529-BHL101416-GBD26348_23409-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAAGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATACTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAACAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8532 Chironomus sp. water mite diet isolate 8532-BHL101416-GBD26701_23039-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGTACTTTCATTGGAGATGACAAAATTTATAATGTTGAAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGCATTCGGAAACTTTCTTGTCCCCCTAATGCTTGGATCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTATCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL854 Cricotopus sp. water mite diet isolate 854-BHL100916-GBD15843_6486-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGGGCTTGGTCAGGAATAGTAGGAACTTCTTTAAGAATTTTAATTCGAGCTGAATTAGGTC

ATGCCGGCTCATTAATTGGTGACGATCAAATTTATAATGTAATTGTTACAGCCCATGCTTTCGTAATAATTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGGAATTGATTAGTTCCTTTAATACTTGGGGCACCAGATATAGCCTTTTCCGCGA

ATAAATAATATAAGATTTTGACTATCACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR670938, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8542 Chironomidae sp. water mite diet isolate 8542-BHL101416-GBD24338_11106-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTAATTCGGATTGAATT

ATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 83.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8544 Chironomidae sp. water mite diet isolate 8544-BHL101416-GBD6376_13530-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCAC

CCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGTA

ATACCAGTTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTA

AATAATATAAGATTTTGACTATTACCCCC------ATCACTAATTCTAT-

TAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID KR769945, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8545 Chironominae sp. water mite diet isolate 8545-BHL101416-GBD23546_15511-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGGAT

ATCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAA

TAAACAATATAAGTTTTTGATTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8546 Chironomidae sp.  water mite diet isolate 8546-BHL101416-GBD23627_4541-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGACCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGTCGAACTTGGCCAT

CCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCACGAATA

AACAATAAAAGTTTTTGATTTCTTCCTCCATCTCTAACTCTTCTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KJ166684, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8547 Chydorus sp. water mite diet isolate 8547-BHL101416-GBD22933_6642-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATAAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8549 Chironomidae sp.  water mite diet isolate 8549-BHL101416-GBD4998_20214-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAGTCGGGACTTCTCTAAGAATGCTTACTCAAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGC-

TTTATTATAATTTTTTTTTATAGTTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCC

CCAGACATAGCTTTTCCCCCGTATAAATAATATAAGTTTTTGGCTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCA

ATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8555 Phaenopsectra sp. water mite diet isolate 8555-BHL101416-GBD27698_12003-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTAGTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGT

CACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCCACG

ACTTAACAATTTAAGATTCTGACTACTACCACCTACACTAATCCAATTAGTTTCTTCTGCTGC---

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL856 Cricotopus sp.  water mite diet isolate 856-BHL100916-GBD22767_24069-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTAAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCTGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGAAATAGCTTTCCCCCGAAT

AAAAAATATAAGTTTTTGATTAATACCCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8561 Oligochaeta sp. water mite diet isolate 8561-BHL101416-GBD23332_24006-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAAATTATCTCAACCAGGATCATTCCTAGGAAGAGTTCAACTTTATAATACTCTAGTAACTGCACAGGCAT

TCCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCCTCACTAAACCTATTAGTTTCTTCTGGGGC

CGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.2% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8562 Phaenopsectra sp. water mite diet isolate 8562-BHL101416-GBD16110_13472-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCACC

CAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAAATTTTTTTTATAGTAA

TACCTATTTTAATTGGAGGATTTGGTAATTGATTAGTACCACTAATATTAGGAGCCCCTGATATAGCATTTCCACGAATAA

ATAATATAAGTTTTTGACTATTACCACCATCTCTAACTTTACTTCTTTCAAGAACAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8563 Polypedilum sp. water mite diet isolate 8563-BHL101416-GBD14321_13584-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGCTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID MG449714, identified in GenBank 

as Polypedilum sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8570 Phaenopsectra sp.  water mite diet isolate 8570-BHL101416-GBD23497_23812-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTCACC

CAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTCATAGTAA

TACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCACCTGATATAGCATTTCCCCGAATAA

ATAATATAAGTTTTTGACTTTTACCCCCTTCTTTAACCGTACTTCTTTCAAGTACAATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8571 Chironomus sp. water mite diet isolate 8571-BHL101416-GBD22090_27588-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTGGGGCTTCATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCTGAATT

AGGACGACCCGGGACTTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAAATGGAGGATTCGGAAACTGATTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTC

CACGAATAAATAATATAAGTTTCTGACTGTTACCCCCCTTCTCTAACTCATCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8573 Chironomus sp. water mite diet isolate 8573-BHL101416-GBD13253_24058-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAGGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

AAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATT

TTTTTTTATAGTTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGC

TTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAAT

GGGGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8574 Chironomus riparius water mite diet isolate 8574-BHL101416-GBD24199_22520-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGTTCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGTACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTACTGACTTTTACCCCCCTCTCTTACTCATCTTCTTTCTAGTACTTTCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8578 Chironomidae sp. water mite diet isolate 8578-BHL101416-GBD19868_7999-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTTTTAGAATATTAATTCGAGCTGAATTAGGACA

TCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTCGGAAACTAACTTGTCCCA-

TAATACTTGGAGGACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCT

TCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8580 Oligochaeta sp. water mite diet isolate 8580-BHL101416-GBD21512_11110-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTAGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTATCTGCACATGCATTC

CTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTTGGAAATTGACTTTTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGACTTAACATTATAAGATTCTGACTACTACCCCCTTCATTAACCCTATTAGTTTCTTCTGCAGCCG

TAGAAAATGGAGCTAGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.



>RL8582 Chironomus sp. water mite diet isolate 8582-BHL101416-GBD26744_15814-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCCTTTC

CCCGAAAAAAAAAAATAAGCTTCTGAATTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8589 Phaenopsectra sp. water mite diet isolate 8589-BHL101416-GBD28206_9485-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTAGGGAGCATGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGT

CACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGA

ATAAATAATATAAGATTTTGACTATTACCCCC------ATCACTAATTCTAT-

TAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.2% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL859 Cryptochironomus sp.  water mite diet isolate 859-BHL100916-GBD3525_15969-Lunk70 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATGTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACAAACAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCATG

GTTATATCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGTCCCAGATATAGCATTTCCCCG

AATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8591 Phaenopsectra sp. water mite diet isolate 8591-BHL101416-GBD14923_17700-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAACTCGGCC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGGTTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCATTAACTTTACTACTATCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8600 Chironomidae sp. water mite diet isolate 8600-BHL101416-GBD28939_15856-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACGTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGA

ATGCCTGTTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTAACTGCTCA

TGCATTTATTATAATTTTTTTTTATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTATTATATTAGG

AGCCCCTGATATAGCTTTTCCTCGAATAAACAATATAAGATTTTGATTACTTCCTCCATCTCTATCCCTTCTTCTTTCAAGT

TCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID GU944724, identified in GenBank 

as Chironomus circumdatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8602 Lebertia sp.  water mite diet isolate 8602-BHL101416-GBD11542_26900-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGATTTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTCTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTACACTAATAATCAGAGCCCAAGATATAGCTTTTCCACGA

AAAAATAATATAAGATTATGACTTCTTCCTCCATCCTTAACACTACTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8609 Chironomus sp. water mite diet isolate 8609-BHL101416-GBD5097_12440-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCAGGAATAGTAGGAACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTCT

CATAGTTATACCAATTTTAAAATGGAGGCTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGATATAGCTTTTC

CTCGAATAAATAATATAAGCTTCTGACGTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8611 Lebertia sp.  water mite diet isolate 8611-BHL101416-GBD17180_4142-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAATTCGACTTGAATTAGGACA

ACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAGT

AATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCATTTCCACGAA

TAATTAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTATTTCTATCAAGTTCCTTTACCGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8615 Chironomidae sp. water mite diet isolate 8615-BHL101416-GBD18118_8460-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCGTGATCGGGAATAGTAGGAACTTCTCTTAGAATATTAATTCGAGCTGAATTAGGAC

ATCCTGGAAATTTAATTGGAGATGATCAAATTTATAATGTTATTGTAACAGCCCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGATATTGACTAGTGCCATTAATGTTAGGAGCACCTGATATGGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCATTCGTAGAAGATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR754220, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8616 Chironominae sp. water mite diet isolate 8616-BHL101416-GBD12513_6409-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATACATTATTTTTGGGGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGTC

ATCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTGTTTTATA

GTTATACCTATTTTAATTGGAGG-

TTTGGATATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAAACAATATAAGTTTTTGATTA

CTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8617 Culex pipiens water mite diet isolate 8617-BHL101416-GBD3323_14037-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCCTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCTTATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTTCTACTTTCAAGTA

GTTTAGTATAAAATGGCGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.4% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8620 Chydorus sp. water mite diet isolate 8620-BHL101416-GBD21640_5621-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCATAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAACGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGACACCTGATATAGCCTTCCCTCGTC

CTAATAATTTAAGTTTCTGGCTTCTTTCCCCCAGCTTTAACCCTACTTATAGTAGGGGGGGCAGTAGAAAATAGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8622 Chydorus brevilabris water mite diet isolate 8622-BHL101416-GBD6011_23008-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTTGGGGCTTGATCCGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCAAGCAGAATTAGGACAAAGAGGGACCCTTA

TTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGTTATACCCATCATAAT

TGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCTTAATAATTTAAGTT

TCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTATGGGGGGGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.8% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8630 Phaenopsectra sp. water mite diet isolate 8630-BHL101416-GBD20854_16478-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCAATTTTAATTTGAGGATTCGGAAACTAACTTGT-

CCCATAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTC

TTCTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.1% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8639 Oligochaeta sp. water mite diet isolate 8639-BHL101416-GBD26015_15507-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTATGAGTTTGAGCTGGAATAATTGGAACAGGAACCAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGGTCATTCCTAGGAAGAGATCAACTATATAGTACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCAC

CTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGATTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 81.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8644 Culex sp. water mite diet isolate 8644-BHL101416-GBD11749_10795-Lqhc59 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGATCAGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAGGTCAACCAGGTGTATTTATTGGAAATGGTCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTTTTATAGTAATACCAATTATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGG

AGCTCCAGATATGACCTTTCCTCGAATAAATAATATAAGTTCTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAG

TAGAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL865 Cricotopus sp.  water mite diet isolate 865-BHL100916-GBD20176_24251-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGTAATAGTAGGTACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTAATTGGATGTGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATAACTATTTTAATTGGAGGATATTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTGACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8656 Oligochaeta sp. water mite diet isolate 8656-BHL101416-GBD21688_24794-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATATTTTTTTTCTTAGTAATACCAGTTTTTATT

GGAGGATTTGGAAATTGAATTCTACCTTTAATATTATGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTT

TTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.2% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL866 Cricotopus sp.  water mite diet isolate 866-BHL100916-GBD27885_17254-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATAAGGAATAGTAGGGACTTACTTGAGAATCTTAATTCGAGTTGAATTAGGT

CATGACGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTGCTTTCAAGTTCAATTGTTTAAAATGGAGCTGGAA

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8663 Psectrocladius sp.  water mite diet isolate 8663-BHL101416-GBD8577_15214-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCCTGATCAGGCATAGTAGGCACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCACGCC

GGTTCCTTAATTGGAGATGAACAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTAATA

CCTATTTTAATTGGAGGATTTGGAAATTGATTAGTCCCGTTAATATTAGGAGCCCCCGACATAGCATTCCCTCGAATAAA

TAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.1% 

identical to accession ID KR739843, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8667 Chydorus sp. water mite diet isolate 8667-BHL101416-GBD24116_23339-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAATGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTTGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCCTTTGTTATAATCTTTTTTATAGT

TATACCCATTTTAATTGGGGGGTATGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGAC

ATAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8670 Phaenopsectra sp. water mite diet isolate 8670-BHL101416-GBD24411_24034-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGTTGAATTATGTC

AACCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGATTTTGACTATTACCCCCATCTCTAACTTTACTACTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8671 Phaenopsectra sp.  water mite diet isolate 8671-BHL101416-GBD21915_19318-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATACTTTATTTTTGGAGCCTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTTAGT

AATACCTATTTTTAATTGTGGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCATTAACTTTACTACTATCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8676 Phaenopsectra sp. water mite diet isolate 8676-BHL101416-GBD22875_13078-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATACTTTATTTTTGGGGCTTGATCCGAAATAGTGGGAACTTCATTAAGTATGCTTATTCGAGCAGACTTAGGACGATCC

GGAACTTTCATTGGAGATGACCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATCATAATTTTTTTTTATAGTAATA

CCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAAAT

AATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.2% 

identical to accession ID KR274695, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8678 Chydoridae sp. water mite diet isolate 8678-BHL101416-GBD10067_16901-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTCGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCTTAATATTAGGGGCACATGATATAGCATTTCCTCGAA

TAAATAATATAAGTTTTTAACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATC-

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8681 Phaenopsectra sp. water mite diet isolate 8681-BHL101416-GBD14579_12902-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTTTACTTTATTTTTTTGGAGCTTGATCAGGACTAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGG

TCACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGA

ATAAATAATATAAGTCTTTGACTTTGACCCCCTTCTTTAACATTACATCAATCTAGTTCAATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8684 Chironominae sp.  water mite diet isolate 8684-BHL101416-GBD21672_26345-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTCTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAATTTGGCCA

TCCGGGTACCTTTATTGGAGAAGACCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAAT

AAACAATATAAGTTTTTGATTACTTCCTCCATCTCTAACTCTTCTTCTTTCAAGTTCAATTGTAGAAAGTGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8686 Phaenopsectra sp.  water mite diet isolate 8686-BHL101416-GBD20790_9019-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATACTTTATTTTTGGAGCTTGATCAGGAATAGTGGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGA

CACCCCGGAACTTTCATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTTATA

GTAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGA

ATAAATAATATAAGTTTTTGACTTTTACCCCCCTCTTTAACTTTACTTCTTTCTAGTTCGATCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8688 Chydorus brevilabris water mite diet isolate 8688-BHL101416-GBD5919_6196-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCGTTATTGGAGATGATCAAATTTACAATGTTATTGTCATTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCATAATTGGTGGGGTTTGGAAACTGACTCTTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGACAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8697 Phaenopsectra sp. water mite diet isolate 8697-BHL101416-GBD9441_25190-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGTTCAGGAATAGTAGGAACTTCTTTAACTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTTATAGTTACTGCACATGGTTTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATCTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGTATTTCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8706 Chironomus sp. water mite diet isolate 8706-BHL101416-GBD11455_7316-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGGCTGATCCGGAATAGTGGGCACTTCATTAAGAATACTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTTCATTGGAGATGACCAAATTTACAATGTTGTAGTTACTGCACATGGTTTTATTATAATTTTTC

TCATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGCTTCTGACTTTTACCCCCGTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL871 Cricotopus sp.  water mite diet isolate 871-BHL100916-GBD19094_23898-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGTATCTTAATTCGAGCTGAATTAAGTC

ATGCCGTATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTACCTTTAATGTTAGGAGCTCCTGATATAGCTTTCCCCCGAAT

AAATAATATAAGTTTTTGATTATTACCCCCCTTCTCTCACCTTACTACTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8714 Chironomus sp. water mite diet isolate 8714-BHL101416-GBD6870_8778-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGCACTTTATATTTTATTTTTGGTACTTGATCAGGAATAGTTGGAACTTCCCTTAGAATATTAATTCGAGCA

GAACTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAAA

TTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTTCCTTTAATATTAGGAGCTCCAGATTTGGC

CTTCCCATCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCTTTTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8718 Chydorus brevilabris water mite diet isolate 8718-BHL101416-GBD16810_24834-Lqhc59 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAATAGGGACCCTTATTGGAGATGATCAAATTTAGAACGTTACTGTCACTGCACATGCTTTTGTTATAATCTTTTCTATAG

TTATACCCATCATAATTGGTGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGAGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8726 Chironomus sp. water mite diet isolate 8726-BHL101416-GBD12614_21012-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTT-

GGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCAGAATTAGGACGTCCTGGAACTTTTATTGG

TGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATAATTTTCTTTATAGTTATACCAATTTTAATTGGA

GGATTTGGAAATTGACTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAAACAATATAAGTTTTTGA

TTACTTCCTCCATCTCTATCTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.1% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8730 Lebertia sp. water mite diet isolate 8730-BHL101416-GBD9610_4168-Lqhc59 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTAAATCGACTTGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCGTGCTTTCGTTATAATTTTCCTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTATTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCCTTCTTTATCTTTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8731 Oligochaeta sp. water mite diet isolate 8731-BHL101416-GBD24315_17984-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGCGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGCATCATTCCTAGGAAGAGATCAACTATTTAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTTCTGGTTATACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCA

GATATAGCTTTCCCACGATTTAACAATTTAAGATTCTGACTACTACCCCCTTTACTAATCCTATTAGTTTCTTCTGCTGCCG

TAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.9% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8734 Diptera sp. water mite diet isolate 8734-BHL101416-GBD15269_21757-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTACATTATATTTTATTTTTGGAGCTTGATTAGGAATAGTAGGAACTTCTTTAAGTA

TATTAATTCGAGCTGAATTAGGTCACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCAT

GCATTTATTATAATTTTTTTTTATAGTAATACCTATTTTAATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGA

GCACCAGATATGGCATTCCCACGACTTAACAATATAAGATTTTGACTTCTACCACCTTCACTAACCCTACTGGTTTCTTCT

GCTGCAGTAGAAAATGGAGCTGGAACTGG

Using NCBI BLASTN in June 2018, this sequence was 87.0% 

identical to accession ID JF966742, identified in GenBank as 

Anopheles claviger. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8737 Chironomidae sp. water mite diet isolate 8737-BHL101416-GBD7191_17693-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACTTCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCA

CGCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCTCACGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTATTTTAATTAGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGCACCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCATTAACCTTATTATCAACTAGAACACTAGCTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KJ207864, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8740 Chironominae sp.  water mite diet isolate 8740-BHL101416-GBD21457_10516-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAACTTGGCCA

TCCAGGTACCTTTATTGGAGATGACCAAATTTATAATGTTTTTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAGT

TTTACCTATTTTAATTGGAGGATTTGGAAATTGATTTGTACCTCTTATATTAGGAGCCCCTGATATAGCTTTTCCACGAAT

AAACAATATAAGATTTTGATTACTTCCACCATCTCTAACTCTTCTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR289330, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8742 Chironominae sp.  water mite diet isolate 8742-BHL101416-GBD11601_27027-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGAACAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTTTTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGATTTTGACTTCTTCCCCCTTCATTAACTCTATTACTTTCAAGTGCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8745 Phaenopsectra sp. water mite diet isolate 8745-BHL101416-GBD9409_17973-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTATGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTATTTCGAGCTGAATTGGGT

CACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCTTTTATTATATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTTTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCCTCTTTAACTTTACTACTATCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8746 Lebertia sp.  water mite diet isolate 8746-BHL101416-GBD8584_8438-Lqhc59 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTCTTGGAGCATGATCCGGAATAATTGGAGCTAGATTAAGAACCCTACTTCGACTTGGATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTTTAACTGCTCATGCTTTCGTTATAATTTTCTTCATAG

TAATACCAATGATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATATAGCTTTTCCACGA

ATAAATAATATAAGATTTTGACTTCTTCCTCCATCCTTAACTCTACTTCTATCAAGTTCCTTTACAAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8748 Oligochaeta sp. water mite diet isolate 8748-BHL101416-GBD22030_24545-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTTAACCAGGATCATTCCTGGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTATCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTATAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCATTAATCTTATTAGTTTCTTCTGCTGTC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8751 Oligochaeta sp. water mite diet isolate 8751-BHL101416-GBD24122_16692-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATAGTTTATCTTAGGAGTTTGAGCTGGAATAATTGGTACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATTAACTATACAATACTCTAGTAACTGCACATGCATT

CGTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGATGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.8% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8756 Chironominae sp.  water mite diet isolate 8756-BHL101416-GBD18532_2668-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACTGCACACGCTTTTATTATAATTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTTTTTTACTTTCAAGTGCTACTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8759 Phaenopsectra sp.  water mite diet isolate 8759-BHL101416-GBD26833_14431-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACATTATCCTTTATTTTTGGAGCTTAATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCTCATGCATTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGATTTGGTAATTGAATAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCGTCTTTAACTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR293527, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8761 Phaenopsectra sp. water mite diet isolate 8761-BHL101416-GBD25821_20988-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTACGTATATTAATTCGAGCTGAATTAGGTC

ACCAAGGAACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATGCTTGGAGCACATGACATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGACTTTTACCCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8767 Chironomidae sp. water mite diet isolate 8767-BHL101416-GBD5891_20847-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCAGGAATGGTAGGAACTTCTTTAAGTATATTAATTCGAGCCGAACTTGGC

CATCCAGGTACCTTTATTGGAGATGAGCAAATTTATAATGTTATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATA

GTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGCACCAGATATGGCCTTCCCACG

ACTTAACAATTTAAGATTTTGACTTCTACCACCTTCACTAATCCTACTGGTTTCTTCTGCTGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.9% 

identical to accession ID KT104776, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8768 Chironomus riparius water mite diet isolate 8768-BHL101416-GBD12587_7296-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTGTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATTGTTATACCAA-TTTAATTGGAGGATTCGGAAACTAACTTGT-

CCCCTGATACTTGGAGCACCTGATATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGAC-

TTTATCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8773 Chironomus sp. water mite diet isolate 8773-BHL101416-GBD20849_8979-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGCATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTAACTTGT-

CCCATAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCGCGCTTACA

CTACTGCTGTCTAGTGCTTGCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8778 Chironomus riparius water mite diet isolate 8778-BHL101416-GBD11686_4770-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGCGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGAGTTGGAAACTGACTTGTCCCCCTAATACTTGGAACACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTCTTACCCCCCCTCTCTTACTCGTCTTCTGTCTAGTTCTTCCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8781 Chydorus brevilabris water mite diet isolate 8781-BHL101416-GBD11774_5177-Lqhc59 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAAAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATGTAGCCTCCCCTCGTC

TTAATAATTGAAGTTTCTGGGTCCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGTGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8788 Oligochaeta sp. water mite diet isolate 8788-BHL101416-GBD3360_15151-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTAGTAATACCAATTTTCAT

TGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTCGAATAAATAATATAAGTT

TTTGACTTTTACCCCCTTCTTTA--TCT-TTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.0% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8794 Oligochaeta sp. water mite diet isolate 8794-BHL101416-GBD26839_22673-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCATCTATATAATACTCTAGTAACTGCACATGCATTC

CTAATAATTTTCTTTCTGGTAATAACAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTTGGAGTACCA

GATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCG

TATAAAATGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 86.3% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8797 Chironominae sp. water mite diet isolate 8797-BHL101416-GBD27041_9089-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATACTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTCTAAGTATGCTAATTCGAGTAGATCTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGCAATTGTCACAACACATGCTTTTATTATAATTTTTTTTTATAGT

TATACCAATTTTAATTGGAGGTTTTGGAAATTGATTTATTCCTTTAATGTTAGGACCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.8% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8799 Chironomus sp. water mite diet isolate 8799-BHL101416-GBD28116_15117-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACTTTATATATTATTTTTGGTACTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGATGTCCTGGAACTTTTATTAGTGATGACCAAATTTATAATGTAGTAGTTATAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTAAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCT

TTCCCTTGAATAAATAAAATAAGTTATTGACTTCTCCCCCCAATCTTTAACTCTT-

ATCTTTCTAGTTCATTTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 95.9% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8808 Phaenopsectra sp. water mite diet isolate 8808-BHL101416-GBD9633_27875-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCAGGATCTTTAATTGGAGATGATTAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTATAGT

AATACCTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAAT

AAATAATATAAGTTTTTGACTTTTACCCCCTTCATTAACTTTGCTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8809 Chironomus sp. water mite diet isolate 8809-BHL101416-GBD27760_19474-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAAAGTTATACATTATTTTTGGGGGCTTGATCCGGAATAGTGGGAACTTCATTAGGAATGCTTGTTCGAGTAGAG

TTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGATACTGCACATGCTTTTATTATAATTTTT

TTCATAGTTATACCAATTTTAATTGGAAGATTCGGAAACTGACTCGTCCCCCTAATACTTGGAGCACCTGACGTAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8812 Chironomus sp. water mite diet isolate 8812-BHL101416-GBD6485_25389-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGATCTT

GGACGACCTGGTACTTTAATTGGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACATGT-

CCCCTAATACTTGGAGCACCTGATATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTC

TTCTTCTTTCTAGTTCTTTCGTAGAAAATAGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8814 Chironomus sp. water mite diet isolate 8814-BHL101416-GBD9945_26388-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTCTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTAACTTGT-

CCCATAATACTTGGAGCACCTGACATAGCTTTTCTTCGAATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTGTCTT

TACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8821 Chironomus sp. water mite diet isolate 8821-BHL101416-GBD6605_16857-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATATATTATTTT-

GGTGCTTGGTCAGGAATAGTAGGAACTTCCCTTGGAATATTAATTCGAACAGAATTAGGACGACCCGGAACTTTCATTG

GAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGTTATACCAATTTTAATTGG

AGGATTCGGAAACTAACTTGT-

CCCATAATACTTGGAGCACCTGACATAGCTTTTCCTAGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTC

TTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8827 Phaenopsectra sp. water mite diet isolate 8827-BHL101416-GBD23838_18586-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTATACTATACTTTATTTTTGGAGCTTGATCAGGTATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTGAATTAGGTC

ACCCTGGTTCTTTAATTTGAGATGATCAAATTTATAATGTAATTGTAACTGCTCATGCATTTATTATAATTTTTTTTTATAG

TAATACCTATTTTAATTGGGGGATTTGGAAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTCCCTCGAA

TAAATAATATAAGTTTTTGACTTTTACCCCCGTCTTTAACTTTACTACTATCTAGTTCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR276936, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL883 Dicrotendipes sp.  water mite diet isolate 883-BHL100916-GBD24821_15072-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTAGAGCTTGATCCGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTAATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACTCTTCTTCTTTCTAAATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8835 Oligochaeta sp. water mite diet isolate 8835-BHL101416-GBD7714_25383-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CACCCTATACTTAATTTTAGGAGTTTGAGCCGGAATAATTGGAACCGGAACTAGAATATTAATTCGGATTGAATTAGCTC

AACCAGGATCATTCCTAGGGAGAGATCAGCTATATAATACTCTAGTAACTGCACATGCATTCCTAATAATTTTCTTTTTAG

TTATACCAGTATTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCCCTCGA

ATAAATAATATAAGTTTTTGACTTTTACCCCCTTCTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 84.1% 

identical to accession ID LT904771, identified in GenBank as 

Chaetogaster diastrophus. For oligochaetes, the % identity 

was used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL8837 Chironomus sp. water mite diet isolate 8837-BHL101416-GBD7356_11797-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGAGGCTTGATCCGGAATAGTGGTAACTTCAATAAGATTACTTATTCGAGCATAATT

AGGACAACCCGGAACTTTCATTGGAGGTGACCAAATTTATAATGTTGTAGTTACTGCACATGGTTTTAATACAATTTTTCT

CATAGTTATACCAATTTTAATTGGAGGGTTCGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGCTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTATCTAGCTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8842 Lebertia sp. water mite diet isolate 8842-BHL101416-GBD17317_22005-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTCTTTACTTTGCTTTTGGAGCATGCTCCGGTATAATTGGAGCTAGATTAAGAACCCTAATTCGACATGAATTAGGAC

AACCAGGCTCACTCCTAGGAAGTGACCAAATTTACAATACAATTGTAACTGCTCATGCTTTCGTTATAATTTTTTTCATAG

TAATACCAATAATAATTGGAGGTTTTGGAAACTGATTAGTTCCACTAATAATCAGAGCCCCAGATAAAGCCTTTCCACGA

ATAAATAAAATAAGATTTTGACTTCTTCCCCCATCCTTAACTCTGCTTCTATCAAGTTCCTTTACAGGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG773262, identified in GenBank 

as Lebertia sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8850 Phaenopsectra sp.  water mite diet isolate 8850-BHL101416-GBD24680_8231-Lqhc59 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATATATTATTTTTGGAGCTTGATCAGGAATAGTAGGAACTTCTTTAAGTATATTAATTCGAGCTAAATTAGGTCACCCAG

GAACTTTAATTGGGGATGATCAAATTTTTAATGTAATTGTAACTGCCCATGCATTTATTATAATTTTTTTTTATAGTAATAC

CTATTTTAATTGGGGGATTTGGTAATTGATTAGTACCTCTAATATTAGGAGCCCCTGATATAGCATTTCCTCGAATAAATA

ATATAAGTTTTTGACTTTTATCCCCCTTTTTTATCTTTACTTCTTTCTAGTTCAATCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR723136, identified in GenBank as 

Phaenopsectra sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8853 Paratanytarsus sp.  water mite diet isolate 8853-BHL101416-GBD20599_22775-Lq60 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTGCTGCCTTTAATATTAGGAGCCCCAGAAATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8857 Chydorus brevilabris water mite diet isolate 8857-BHL101416-GBD3988_12120-Lq60 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTCATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGGTTTGGAAACTGACTTGTCCCCTTAATATTAGGGGCACCTGATATAGCCTTCCCTCG

TCTTAATAATTTAAGTTACTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8863 Cryptochironomus sp.  water mite diet isolate 8863-BHL101416-GBD23028_12606-Lq60 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTCATGG

TTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTCTTATACTGGGAGCACCAGATATAGCATTTCCCCGA

ATAAATAATATAAGATTTTGACTTTAGCCCCCATCTTTGACCCGTCTTCTTTCAAGAACAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8866 Chironominae sp.  water mite diet isolate 8866-BHL101416-GBD7517_18541-Lq60 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATATTAGGTACTTCTTTAAGTATGCTTATTCGAGCAGAACTTGGACGA

CCTGGTACTTTCATTGTAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTT-

ATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCGG

ATATGGCTTTCCCTCGAGTAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTA

GAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8870 Chironominae sp.  water mite diet isolate 8870-BHL032417-GBD13493_13287-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CATGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACACTTTTATTATATTTTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8871 Dicrotendipes tritomus water mite diet isolate 8871-BHL032417-GBD18900_20356-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCATATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTAAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAAATCAATTGTAGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8872 Chironomus riparius water mite diet isolate 8872-BHL032417-GBD29684_15845-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTGTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACCTTCATTGGGGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTGTCTGACTTTTACCCCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CGGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8874 Paratanytarsus sp.  water mite diet isolate 8874-BHL032417-GBD13469_6342-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTATA

GTTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGT

ATAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCCGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 99.1% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8877 Chironominae sp.  water mite diet isolate 8877-BHL032417-GBD23573_8815-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAATAGGTACTTCTTTAAGTATGCTAATTCGAGCAAAACTTGGACGA

CCTGGTACTTTTATTAGAGATGACCAAATTTACAATGTAATTTTCACAGCACACCCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTTTTCCTTTAATTTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8879 Chironomus riparius water mite diet isolate 8879-BHL032417-GBD27592_11352-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATATTCCATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8880 Culex pipiens water mite diet isolate 8880-BHL032417-GBD24398_8260-Lq48 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAAACAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAA-

TTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGC

CTTTCCTCGAAGAAATAATATAAGTTATTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAA

TGGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 98.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8881 Lebertia quinquemaculosa water mite diet isolate 8881-BHL032417-GBD17850_19136-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGAGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTCGGAAATTGACTAGTCCCATTGATAATTAGAGCTCCAGATATAGCATTTCCACG

AATAAACAATATAAGATTTTGACTTTTACCCCCCCTCTTTAACTCTTCTACTATCTAGTTCTTTTACAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID MG773261, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.



>RL8882 Paratanytarsus sp. water mite diet isolate 8882-BHL032417-GBD15006_2108-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAACGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAG

TTATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8883 Chironominae sp. water mite diet isolate 8883-BHL032417-GBD11962_14720-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGGCC

TGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCATGCTTTTACTATAATTTTTTTTTATAGTTAT

GCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGCTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACACTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID MG449442, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8884 Paratanytarsus sp.  water mite diet isolate 8884-BHL032417-GBD3054_11868-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGATCCCCCGATATAGCTTTTCCCCGTATA

AATAATATAAGGTTTTGATTACTTCCCCCATCGTTAACCCTACTTCTATCAAAAAGATTAGTATAAAGTGGAGCTGAAAC

AG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8885 Dicrotendipes sp. water mite diet isolate 8885-BHL032417-GBD9753_16791-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 93.0% 

identical to accession ID KR286332, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8887 Glyptotendipes sp. water mite diet isolate 8887-BHL032417-GBD11835_4865-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACCTTATATTTTATTTTTGGGGCATGATCAGGAATACTTGGGACTTCTTTAAGAATGATTATTCGAGCT

GAACTAGGACGACCAGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACTGCACATGCATTTATTATAATT

TTTTTTTTATAGTTATACCTATTTTATTTGGAGGGTTTGGAAATTGACTAGTTCCTTTAATATTGGGGGCACCTGATATAG

CGTTCCCTCGAATAAATAATATAAGATTTTGACTTTTACCTCCATCTTTAACCCTTTTACCTTCAAGTTCAATTGCAGAAAA

TGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.6% 

identical to accession ID KP954649, identified in GenBank as 

Glyptotendipes meridionalis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8888 Paratanytarsus sp. water mite diet isolate 8888-BHL032417-GBD10992_25032-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGAC

ACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCTCGGA

TAAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR276527, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL889 Cricotopus sp. water mite diet isolate 889-BHL100916-GBD7149_8887-Lunk70 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCCGGAATAGTAGGGACTTCCTTGAGAATGTTAATTCGAGCTGAATTAGGT

CATGCCGGGTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAAGATTTGGAAACTGATTAGTTCCTTTAACGTTAGGGACTCCTGATAAAGCCATCCCTCCA

ATAAATAATAAAAGTTTTTGATTATTAACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8890 Paratanytarsus sp. water mite diet isolate 8890-BHL032417-GBD19039_11975-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGAC

CTGGAACTTTTATTGGTGACGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTTATAGTTA

TACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAA

ATAATATAAGTTTTTGATTACTTCCCCCATCGTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR758568, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8891 Chironomus riparius water mite diet isolate 8891-BHL032417-GBD23648_10523-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTGACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8892 Chironominae sp. water mite diet isolate 8892-BHL032417-GBD15549_15101-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTAATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTTCCCCCTTCTCTTACTCTACATCTTTCTAGAGCAGTTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8893 Chironominae sp. water mite diet isolate 8893-BHL032417-GBD11482_22792-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGCCG

ACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGAATTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTGCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8894 Dicrotendipes sp. water mite diet isolate 8894-BHL032417-GBD24758_12263-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTAGGACACC

CTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTAT

ACCAATCTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGTTTTTGATTACTACCCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8895 Chironomus riparius water mite diet isolate 8895-BHL032417-GBD4401_11213-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCGCTTTATACATTATTTTTGGGGCTCGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTACTTGCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8896 Chironominae sp.  water mite diet isolate 8896-BHL032417-GBD9964_11755-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAAAACTTGGACGA

CCCGGAACTTTTACTGGAAATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTATTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8898 Paratanytarsus sp. water mite diet isolate 8898-BHL032417-GBD10097_19372-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAACTTGATCTGGAATAGTAGGTACTTCTTTAGGTATGCTAATTCTAGCAGAACTTGGACGACCT

GGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTATATAGTTATA

CCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAAT

AATATAAGTTTTTGATTACGTTCCCCATCTTTAACCCATCTTCTATCTATAAGATTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.1% 

identical to accession ID KR758568, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8899 Chironomus sp. water mite diet isolate 8899-BHL032417-GBD14141_19133-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAACTTTAATTGGAGGATTCGGAAATCGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTC

CCTCGGATAAATAATATAAGTTTTGGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGA

GCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL890 Chironomidae sp. water mite diet isolate 890-BHL100916-GBD12766_21145-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGCACTTCCTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCTGGCTCATTAATCGGAGACGATCAAATTTATAATGCAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCCATTTTAATTGGAGGAGTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTATTACCCCCCATCTCTCACCTTACTTCCATCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8900 Glyptotendipes sp. water mite diet isolate 8900-BHL032417-GBD11830_4890-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACCTTGTATTTTATTTTTGGGGCATGATCAGGTATAGTTGGGACTTCTTTAAGAGTGCTTATTCGAGCT

GAACTAGGACGACCAGGAACTTTTATTGGTGATGATCAAATTTACAATGTAATTGTTACTGCACATGCATTTATTATAATT

TTTTTTTTATAGTTATACCTATTTTATTTGGAGGGTTTGGAAATTGACTAGTTCCTTTAATATTGGGGGCCCCTGATATAG

CTTTCCCTCGAATAAATACTATAAGTTTTTGACTTTTTCCTCCTTCTTTAACACTATTACTTTCAAGTTCAATTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KP954649, identified in GenBank as 

Glyptotendipes meridionalis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8901 Paratanytarsus sp. water mite diet isolate 8901-BHL032417-GBD25142_10311-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACGA

CCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTTCATAGTT

ATACCAATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATA

AATAATATAAGTTTTTGATTACTTCCCCCATCTTCAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR743912, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8903 Chironominae sp. water mite diet isolate 8903-BHL032417-GBD14018_9538-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAACGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTCAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AAAAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8905 Chironominae sp. water mite diet isolate 8905-BHL032417-GBD17001_20198-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTGATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 93.3% 

identical to accession ID MG449215, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8906 Chironominae sp.  water mite diet isolate 8906-BHL032417-GBD8394_10096-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTCCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATGCTAATTCGAGCAGAACTTGGACGACC

TGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTTAT

GCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAA

TAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCCTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG449442, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL891 Chironomidae sp.  water mite diet isolate 891-BHL100916-GBD17631_27370-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTACTTTTGGAGCTTGATCGGGAATAGTTGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGGGACGGTCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTATGGGCTCCTGATATAGCTTTTCCGCGAAT

AAAAAAAATAAGATTTTGATTATTGCCCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8910 Chironominae sp.  water mite diet isolate 8910-BHL032417-GBD19139_23592-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTT-

AGTATTGTTATTTGAGGCAGAATTTGGACGACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAG

CACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTT

AGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCA

AGTTCTATTGTAGAAAATGAAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8912 Chironominae sp. water mite diet isolate 8912-BHL032417-GBD4111_11236-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGATTCTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8914 Dicrotendipes sp. water mite diet isolate 8914-BHL032417-GBD19938_21863-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAGTATTAGTGGGCGCCAGATATAGCTTTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8916 Chironominae sp. water mite diet isolate 8916-BHL032417-GBD17768_13916-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACGGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTCTGACTTTTACCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8917 Dicrotendipes sp. water mite diet isolate 8917-BHL032417-GBD9061_17074-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATACTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGGAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR155429, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8918 Chironomus riparius water mite diet isolate 8918-BHL032417-GBD24949_16881-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTGAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACTAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATTTAAGTTTCTGACTTTTACCCCCCCTGTCTTACTCGACTGCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8920 Chironomus sp. water mite diet isolate 8920-BHL032417-GBD13795_24708-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCTTTATATTTTATTTTCGGAGCTTGATCGGGAATAATCGGAACATCCTTAAGTATATTAATTCGAGCAGAATTA

GGACACCCTGGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTA

TAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCCTC

GAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8921 Chironominae sp. water mite diet isolate 8921-BHL032417-GBD26448_13397-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCTGAACTTGGACGA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTCTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTGTTTGACTTACTACCCCCTTCTCTTACTCTTCTTCTTTCTAAATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8924 Dicrotendipes sp. water mite diet isolate 8924-BHL032417-GBD18450_8641-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATCTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGGTCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8927 Chironominae sp.  water mite diet isolate 8927-BHL032417-GBD12156_3888-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGGTTGCTAATTCGAGCAGAACTTGGACGC

CGTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACCCTTTTTCTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8930 Glyptotendipes meridionalis water mite diet isolate 8930-BHL032417-GBD13094_17693-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTACCTTATATTTTATTTTTGGGGCATGATCAGGAATAGTTGGGACTTCTTTAAGAATGCTTATTCGAGCT

GAACTAGGACGACCAGGAACTTTTCTTGGTGACGATTAAATTTACAATGTAATTGTTACTGCACATGCATTTATTATAATT

TTTTTTATAGTTATACCTGTTTTATTTGGAGGGTTTGGAAATTGACTAGTTCCTTTAATATTGGGGGCCCCTGATATAGCT

TTCCCTCGAATAAATAATATAAGTTTTTGACTTTTACCTCCTTCTTTAACTCTTTTACTTTCAAGTTCAATAGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KP954649, identified in GenBank as 

Glyptotendipes meridionalis. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL8932 Paratanytarsus sp.  water mite diet isolate 8932-BHL032417-GBD7275_21195-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATATTAATTCGAGCAGAATTAGGACACCCT

GGAACATTTATTGGAGATGATCAAATCTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTTATA

CCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGTATAAAT

AATATAAGTTTTTGATTACTTCCCCCATCTTTACCCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8937 Chironomus sp. water mite diet isolate 8937-BHL032417-GBD19038_12424-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTCTGACTATTACCCCCCTTACTTACCCTTCTTCTATCTAGTTCATTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8939 Chironomus riparius water mite diet isolate 8939-BHL032417-GBD23065_20346-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTTGGAAACTGACTTGTCCCCCTAATACTTGGAACCCCTGACATAGCTTTTCC

TCGAATAAATAATAAAAGTTTCTGGCTTTTACCCCCCCCTTCTAACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8941 Dicrotendipes sp. water mite diet isolate 8941-BHL032417-GBD12534_17626-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTCCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGC

CGACCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTCTGACTTTTAC--

CCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8942 Dicrotendipes tritomus water mite diet isolate 8942-BHL032417-GBD12603_23378-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAGTTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCCTTCTCTTACACTTCTACTTTCTTGAACAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8944 Dicrotendipes tritomus water mite diet isolate 8944-BHL032417-GBD12708_24590-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGTACTTCTTTAAGTATATTTATTCGAGCAGAAGTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAACTTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTACTCCTTTCTAGATCAATTGTAGAAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8946 Psectrocladius sp. water mite diet isolate 8946-BHL032417-GBD23020_10271-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCCTGATCAGGTATAGTAGGTACATCTTTAAGAATTTTAATTCGAGCAGAACTCGGTCAC

GCTGGTTCTTTAATCGGAGACGATCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTTATAGTG

ATACCTATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTGGGAGTACCTGATATAGCATTCCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCGTCATTAACTTTACTATTATCTAGCTCTCTAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID KR750166, identified in GenBank as 

Psectrocladius sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL895 Cricotopus sp.  water mite diet isolate 895-BHL100916-GBD21486_6314-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATTATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGATGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGTCTCCTGATATAGCTTTCCCTCGC

ATAAATAATATAAGTTTTTGATTATTACCCCCCTTCTCTAACCTGACTTCGTTCAAGTTCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8951 Chironomus riparius water mite diet isolate 8951-BHL032417-GBD23255_16510-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACAAAGCCTTTC

CCCGAATAAATAATATAAGGTTCTGACCTTTACCCCCCCTCTCTTACTCTTCTACTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8954 Dicrotendipes tritomus water mite diet isolate 8954-BHL032417-GBD4866_6834-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGT

CAGCCTGGAACTTTTATTGGTGACGATCAAATTTAAAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATAAAGCATTTCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR296575, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8957 Chironominae sp.  water mite diet isolate 8957-BHL032417-GBD16146_23301-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGTTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTTATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAACATAAGTTTTTGACTACTTCCCCCATCATTAACTCTTTTACTATCAAGTTCAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8958 Chironominae sp.  water mite diet isolate 8958-BHL032417-GBD5403_13136-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAATTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCATCACTAACTCTATTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8972 Chironomus sp. water mite diet isolate 8972-BHL032417-GBD7649_8119-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAGACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATGGCTTTTC

CTCGAATAAATAATATAAGTTTTTGATTACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8973 Dicrotendipes tritomus water mite diet isolate 8973-BHL032417-GBD2892_17080-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTGTCCCTCGGATA

AAAAATATAAGTATTTTATGACTACCCCCCTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8976 Chironomus sp. water mite diet isolate 8976-BHL032417-GBD26231_15965-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATCCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTCTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCCCCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCATTTCTAACTCTACTACTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8977 Chironominae sp.  water mite diet isolate 8977-BHL032417-GBD26887_17393-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACT

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTACTTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAAAATAAGTTTTTGACTTCTTCCACCTTCATTAACTCGTTAACTGTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL8980 Chironomus riparius water mite diet isolate 8980-BHL032417-GBD24855_10099-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGTGCAGCTGACATAGCTTTTCC

TCGAGTAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCATCCTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8982 Chironomus riparius water mite diet isolate 8982-BHL032417-GBD8375_9454-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACTACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCAAATGATTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGGAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8986 Chironominae sp.  water mite diet isolate 8986-BHL032417-GBD13594_27105-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTCATTGTTACAGCACATGCTTTTATTATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTTTTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8987 Chironominae sp.  water mite diet isolate 8987-BHL032417-GBD8248_9548-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGAACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTAACAGCACATGCTTTTATTATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGCTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTCTGACTTCCTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8989 Chironominae sp.  water mite diet isolate 8989-BHL032417-GBD24816_22854-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACCTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTTATTGTCACAGCACATGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTATTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8992 Chironominae sp.  water mite diet isolate 8992-BHL032417-GBD21421_11113-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTCACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTCTTGACTTCTTCCCCCTTCATTAACTCATTTTCAATCAAGTGCTATAGTAGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8993 Chironomus riparius water mite diet isolate 8993-BHL032417-GBD6428_18961-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGTTCCGGAATAGTGGGAACTTCATTAAGATTGCTTATTCGAGCAGAATT

AGTACGACACGGAACTTTCATTGGAGATGACCAATTTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL8997 Dicrotendipes tritomus water mite diet isolate 8997-BHL032417-GBD14068_14406-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTAATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCCGTCCCTCGGATA

AATAATATAAGATTTTGATTACTACCCCCTTCTCTTACTCTTCTTCTTCTCTCTAGATCAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9001 Chironominae sp.  water mite diet isolate 9001-BHL032417-GBD18053_28892-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATACTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACTGCACACGCTTTTATTATAAATTTTTTTTATAGTT

ATGCCATTTTTAATTGGAGGTTTTGGAAATTGACTTTTTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTATTACTATCAAGTACTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9005 Dicrotendipes tritomus water mite diet isolate 9005-BHL032417-GBD25680_21280-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGCTCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTACTTGTTACAGCTCATGCTTTTATTAGAATTTTCTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCTACTTCTTTCTAGATAAATTGTAGGAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9009 Chironominae sp.  water mite diet isolate 9009-BHL032417-GBD6983_16426-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAAGAGCCCCAGAAATGACTTTCCCTCGAATAA

AAAATATAAGTTTTTGACCTCCTCCCCCTTAATTAACTCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9014 Chironominae sp. water mite diet isolate 9014-BHL032417-GBD11424_2310-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTCCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACATTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTCTTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTATGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTACTACCCCCTTCTCTTACTCTCCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9016 Chironominae sp. water mite diet isolate 9016-BHL032417-GBD27672_11981-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTGCTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAAGTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCCGATATGGACTTCCCCCGAAT

AAAAAATATAAGTTTTTGAACTCTTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9022 Chironominae sp.  water mite diet isolate 9022-BHL032417-GBD28761_13474-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATCTTTTATTTTTGGAGCTTGATCTGTTATAGTAGGTACTTCTTTAATTATGCTAATTCGAGCAGAACTTGGTCGA

CCTGGTACTTTTTTTGGAGATGACCAAATTTACAATGTAATTGTCACATCACACGCTTTTATTATAATTTTTTTTTATATTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATAAAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9026 Chironominae sp. water mite diet isolate 9026-BHL032417-GBD19630_23096-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCCTTCCCCCGAAAA

AATAATAAAAGTTTTTGGCTTCTTCCCCCTTCATTAAACCTTTTTCTTTCCAAGTTCCATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9035 Dicrotendipes tritomus water mite diet isolate 9035-BHL032417-GBD19024_27640-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGTACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTTGTGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGATTTCCCCCGGATAA

AAAAAATAAGTTTTTGATTACTACCCCCCTTCACTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL904 Cricotopus sp.  water mite diet isolate 904-BHL100916-GBD22265_13571-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GATCATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCTGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTTATTGGAGGATTTGGAAACTGATTAGTTCCTTTAAAGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

TAAATAATATAAGTATTTGATTATTACCCCCCTTCTCTCACCTTACTTCTTTCAAGTACAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9044 Paratanytarsus sp.  water mite diet isolate 9044-BHL032417-GBD26074_8134-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACTTCCTTAAGTATATTAATTCGAGCAGAATTAGGACA

CCCTGGAACATTTATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGAGGTTTTGGGAATTGACTTCTTCCTTTAATATTAGGAGCCCCCGAAATAGCCTTTCCCCGGATA

AAAAAAATAAGTTTTTGAATACTTCCCCCATCTTTAACCCTTCTTCTATCAAGAAGATTAGGGGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9046 Dicrotendipes tritomus water mite diet isolate 9046-BHL032417-GBD5474_23295-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATACTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGGAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCCAATTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCACGGATA

AATAATATAAGTTTTTGATTACTACCCCCCTTCTCTAACTCTACTACTTTCTAGAGCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9050 Chironomus riparius water mite diet isolate 9050-BHL032417-GBD9746_23570-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATACTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATTACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCACTTTTAATTGGAGGATTCGGAAACTGACTTTTCCCCCTAATACTTGGATCACCTGACATAGCTTTTCC

CCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTTTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9061 Chironominae sp.  water mite diet isolate 9061-BHL032417-GBD12675_13357-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCTGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCTATTTTAATTGGAGGTTTTGGAAATTGAATTATTCCTTTAATGTTAGGAGCCCCAGATAAGACTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCCTTCATTAACTCTTTTACTTTCAAGTACAATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9066 Dicrotendipes sp. water mite diet isolate 9066-BHL032417-GBD19016_27657-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TGGCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGTACTTCTTTATGTATACTTATTCGAGCAGAACTAGG

TCGACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATA

GTTATATCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGATTTCCCCCG

GATAAAGAATAAAAGTTTTTGATTACTTCCCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR155720, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9073 Dicrotendipes tritomus water mite diet isolate 9073-BHL032417-GBD27960_19543-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTCGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

ACTGGAACTTTTATTGGTGACGATCAAATTTAAAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACAAATTTTAATTGGAGTATTTGGAAATTGATTTGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATAA

ATAATATAAGTTTTTGATTACTACCCCCTTCTCGAACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9078 Chironominae sp.  water mite diet isolate 9078-BHL032417-GBD18605_14353-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTACCTCGAATA

AATAATATAAGTTATTGACATCATCCCCCTTCATTAACACTATTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9099 Chironominae sp.  water mite diet isolate 9099-BHL032417-GBD11864_15331-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGGACTTTTACTGGAAATGACCAAATTTACAATGTAATTGTCACAGCACACGGTTTTTTTATAAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTCATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL910 Cricotopus sp.  water mite diet isolate 910-BHL100916-GBD22742_15764-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGATCTTGATCAGGAATAGTAGGGACTTCCTTGTGTATCTTAATTCGAGCTGAATTAGGTCAT

GCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGAGGCTCCTGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTAACCTCTTTCAAGTACAATTGTTGAAAATGGAGCTGGAACA

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9112 Chironominae sp.  water mite diet isolate 9112-BHL032417-GBD2813_18665-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAATAGGTACTTCTTTAAGTATGCTAACTCGAGCAGAACTTGGGCGA

CCTGGTACTTTTATTAGAGATGGCCAAATTTACAATGTAATTGTCACATCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCGGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9113 Chironominae sp.  water mite diet isolate 9113-BHL032417-GBD27658_8529-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGAACA

CCTGGTACATTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGATTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTATTACTTGCAAGTTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9118 Dicrotendipes sp. water mite diet isolate 9118-BHL032417-GBD8430_23426-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTCGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCAGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAAATGATTGGTTCCTTTAATATTAGGTGCACCAGATATAGCTTTCCCTCAGATAA

AAAAAATAAGTTTTTGATTACTACCCCCCTTCCCTTACTCTCCTTCTATCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9124 Chironomus riparius water mite diet isolate 9124-BHL032417-GBD4388_20480-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCCTTAAGAATGCTTATTCGAGCAGAAT

TAGGCCGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCATGT

CCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTTGCTTACTCGACTTCTTTCTAGTGCTTTCGTAGAAAATGGA

GCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9126 Culex sp. water mite diet isolate 9126-BHL032417-GBD16698_23378-Lq48 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGGACTTCTCTAAGT

ATACTTATTCGAGCAGAACTAGGTCGACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCCCA

TGCTTTTATTATAATTTTTTT-

ATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCC

TCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTCCAAGTAGTTTAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9128 Chironominae sp. water mite diet isolate 9128-BHL032417-GBD13343_17143-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATGTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAGGTATGCTAATTCGAGCAGAACTTGGAC

GACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCATTTATTATAATTTTTTTTTATA

GTTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATAGCTTTGCCTCGA

ATAAATAATATAAGTTTTTGATTACGTCCTCCTTCTCTTACTCTACCTCTTTCTAGCTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID MG449381, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9129 Chironominae sp. water mite diet isolate 9129-BHL032417-GBD4118_11258-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTATGTTTGCTAATTCGAGCAGAACTTGGACGA

AGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCAAATTTTAATTGGAGGTTTTGAAAATTGACTTATTCCTTTAATGTTAGGAGACCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTCTGACTTCTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9137 Chironominae sp.  water mite diet isolate 9137-BHL032417-GBD22074_8237-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAATTTGGACGA

CCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCACATGCTTTTATTATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGTTTTGGAAATTGACTTATACCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCAAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTGCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9143 Chironominae sp.  water mite diet isolate 9143-BHL032417-GBD5488_13303-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGGTTTGGAAATTGACTAATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACCCTATTACTTACAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9146 Culex sp. water mite diet isolate 9146-BHL032417-GBD13662_18984-Lq48 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTA

TGCTAATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACAC

GCTTTTATTATAATTTTTTT-

ATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCC

TCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAGGTAGTCTAGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.5% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9150 Chironomus sp. water mite diet isolate 9150-BHL032417-GBD14396_4493-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAAAATT

AGGCCGACCCTGAACTTTCAGTGGAGATGACCAAATTTATAAGGGTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGGCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTCCCCCCCCTTTCTTCCTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTTGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.8% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9151 Chironomus sp. water mite diet isolate 9151-BHL032417-GBD18781_25667-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCATAATT

AGGCCGACCCGGAACTTTCATTGGTGATGATCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGATCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTGTCTGACTTTTACCCCCCCTTTCTTACTCGACTTCTATCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.1% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL916 Cricotopus sp.  water mite diet isolate 916-BHL100916-GBD23745_24251-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCA

TGCCGGATCATTTATTGGAGATGATCAAGTTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAAAGTTAGGGGCTCCTGATATAGCTTTCCCCCGAATA

AATAAAATAAGTTTTTGATTATTACCCCCCTTCTCCCACCTTACTTCTTTCAAGTACAATTGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9163 Chironominae sp.  water mite diet isolate 9163-BHL032417-GBD11623_21915-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGTATAACTTGGACGAC

GTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTAT

GCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTGTCCCTCGAATAA

ATAATATAAGGTTTTGACTTCTTCCCCCTTCAGTAACTCTTTTACTTTCAAGTTCTATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9165 Chironominae sp.  water mite diet isolate 9165-BHL032417-GBD17293_7500-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTTGGGGCTTGATCTGTTATAGTAGGTACTCTTTTAGGTATGCTATTTCGAGCAGAACTTGGACA

ACCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9167 Dicrotendipes tritomus water mite diet isolate 9167-BHL032417-GBD2974_19002-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCCGGAATAGTTGGGACTTCTCTAAGTATACTTATTCGAGCAGAGCTGGGGCG

ACCTGGAACTTTTATTGGTGACGATCAAATTTAAAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTATTTATAGTT

ATACCAATTTTAATTGGAGGGTTTGGAAATTGATTAGTTCCTTTAATATTAGGGGCTCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTTGATTACTTCCCCCTTCTCTTACTCTACTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9170 Culex sp. water mite diet isolate 9170-BHL032417-GBD15360_6827-Lq48 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTCCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAA-

TTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGC

CTTTCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL918 Cricotopus sp.  water mite diet isolate 918-BHL100916-GBD26401_9070-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACCTTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTTCCTTGAGTATCTTAATTCGAGCTGAATTAGGTC

ATGCCGGATCATTTATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATCATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGTGGCTCCTGATATAGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGAGTATTACCCCCCTTCTCACACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9189 Dicrotendipes sp. water mite diet isolate 9189-BHL032417-GBD25207_18433-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGGGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATATTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAAATGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGGCACCAGATATAGCATTCCCTCGGAT

AAATAATATAAGTTTTTGATTACTACCCCCTTCTCTCACTCTACTACTTTCTAGATCGATAGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9210 Chironominae sp. water mite diet isolate 9210-BHL032417-GBD23799_18624-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGT

CCTGTTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTAATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATGGACTTATTCCTTTAATGTTAGGGGCCCCAGATATGGCTTTCCCTCGAAT

AAAAAATATAAGCTTTTGACTTCTGCCCCCTGCATTAACGCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL925 Cricotopus sp.  water mite diet isolate 925-BHL100916-GBD26306_15044-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCCGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCGGGATCATTCATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTTATAATTTTTTTCATA

GTTATACCTATTTTAAATGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGGTTTTGATTATTTCCCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9250 Chironominae sp.  water mite diet isolate 9250-BHL032417-GBD25950_21294-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTCTTATAATTTTTTTTTATAGTT

ACGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCTTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTATTACTGTCAAGATCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9258 Chironomus riparius water mite diet isolate 9258-BHL032417-GBD23405_20114-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAATTTCATTAAGAATGCTTATTCGAGCATAATT

AGGACGACCCGTAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACGCGTCTTCTGTCTAGTTCGTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9264 Chironominae sp.  water mite diet isolate 9264-BHL032417-GBD2287_17666-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTTGGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTTCTTTTATTGGAGATGAACAAATTTACAATGTAATTGTCACAGCTCATGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACACTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9281 Chironominae sp.  water mite diet isolate 9281-BHL032417-GBD5926_20872-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTAGTACTTTTATTGGAGATGACCAATTTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGTTTTTGTAAATTGACTTATTCCTTTAATGTTAGAAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCCTGCATTAACTCTTTGACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9285 Chironominae sp. water mite diet isolate 9285-BHL032417-GBD11300_12375-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTTTATTTTATTTTTGGAACTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGAC

CTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTAT

GCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAA

TAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACACTTTAACAATAAAGTGCTAGAGTAGAAAATGGAGCTGAAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9287 Dicrotendipes sp. water mite diet isolate 9287-BHL032417-GBD23093_21904-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GCACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTATGTATACTTATTCGAGCAGAACTAGGCC

GACCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGT

TATACCCATTTTAATTGGAAGATTTGGTAATTGATTGGTTCCTTTAATATTAGGGAGCTCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGATTACTTCCTCCCTCTCTAACTCTACTTCTTTCTAGAACAATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID KR282179, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9296 Dicrotendipes tritomus water mite diet isolate 9296-BHL032417-GBD27359_9551-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGATCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTATAACATAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTCGGGGCACCAGATATAGCGTTCCCTCGGATA

AATAATATAAGTTTTTGATTACTACCCCCCTTCTCTTACTCTTCTTCTATCTAAATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9309 Dicrotendipes tritomus water mite diet isolate 9309-BHL032417-GBD25880_24623-Lq48 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTAA

TACCAATATTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGTGTTTGATTACTACCCGCTTCTCTTACTCTGCTTCTTTCTAGAACAAGTGTATAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL931 Chironomidae sp. water mite diet isolate 931-BHL100916-GBD25703_18400-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATCTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTCGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGAAAAAATTTTTAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAAATGGAGGCTTTGGAAATTGATTAGTTCCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAAAAAAATAAGATTTTGATTAATACCCCCGTCATTAACCTTACTTTTATCAAGATCAATAGTAGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9310 Paratanytarsus sp. water mite diet isolate 9310-BHL032417-GBD10166_20240-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCTTTATATTTTATTTTCGGAGCTTGATCAGGAATAATCGGAACCTCCTTAAGTATATTAATTCGAGCAGAATTAGGACA

CCCTGGATCATTTATTGGAGAAGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATAGT

TATACCTATTTTAATTGGAGGTTTTGGAAATTGACTATTTCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCCCGAAT

AAATAATATAAGTTTTTGATTACTTCCCCCATCGTTAACCCTACTACTATCAAGAAGATTAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR740048, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9326 Chironominae sp.  water mite diet isolate 9326-BHL032417-GBD3203_15845-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGAGATGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACATTCAATTTCTATTGTATAAAATGGAGCTGAAACA

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9361 Chironominae sp. water mite diet isolate 9361-BHL032417-GBD25062_7560-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTTATTGTCACTGCACATGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTAAGGAGCCCCAGATATAGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCACTTACCCTTTTACTTTCAAGTTCTATCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9368 Chironominae sp.  water mite diet isolate 9368-BHL032417-GBD18673_25986-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCGCACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCACGAATAA

ATAAGATAAGTTTTTGACTTCGTCCCCCTTCATTAACTCTTTAACTATCAAGTGCTAGTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9384 Dicrotendipes sp. water mite diet isolate 9384-BHL032417-GBD2127_12308-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATAAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGACG

ACCCGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCACCAGATATAGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTACCCCCTTCTCTTACTCTTCTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR283761, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9404 Chironominae sp.  water mite diet isolate 9404-BHL032417-GBD25801_17914-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTATAGATA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCTGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTAACTTCTACCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9415 Chironominae sp.  water mite diet isolate 9415-BHL032417-GBD10375_19723-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

CGTGTTACTTTTCTTGGAGATGACCAAATTTACGATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTATGAGCCCCAGATATGGCCTTCCTTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9420 Chironomus sp. water mite diet isolate 9420-BHL032417-GBD14900_14212-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGACTGCTTATTCGAGCAGAATT

AGGCCGACCCGGAACTTTCATTGGAGATGACTAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGGGTCTGACTTTTACCCCCCTTTCTTACTCTGCTACTTGCTAGTACGTGCGTAGAAAATGGAG

CTGAAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9423 Chironominae sp. water mite diet isolate 9423-BHL032417-GBD21927_12626-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCTAGCAGAACTTGGACGA

CGTGGTACTTTTATTGGATATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAGTTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTACGTCCCCCTTCATTAACTCATTAACAATCAAGTGCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9425 Chironominae sp.  water mite diet isolate 9425-BHL032417-GBD18722_27878-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACAA

CCTGGTACTTTTACTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

AAAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCAGTTACTTGCAAGTTCTAGTGTATAAAATGGAGCTGAAACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9427 Chironominae sp.  water mite diet isolate 9427-BHL032417-GBD11701_16410-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCATAACTTGGACCA

CCTGGTACTTTTATTGGAGAGGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGTGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL944 Cricotopus sp.  water mite diet isolate 944-BHL100916-GBD4253_10319-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATAAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAAGAGAAGTTTTTGATCATGACCCCCTTCTCTCACCTTACATCTACCAAGTGCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9457 Chironominae sp.  water mite diet isolate 9457-BHL032417-GBD8583_8470-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGTTGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGATAGGAGCCACAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACCTCTTCCCCCTTCATTAACTCTTTAACATTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9468 Dicrotendipes sp. water mite diet isolate 9468-BHL032417-GBD20065_5082-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGGGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAACGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGGAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCTCGGATA

AATAATATAAGGTTTTGATTACTACCCCCTTCGCTTACTCAGCCTCTTGCTAGAACAATTGTATAAAATCGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL947 Cricotopus sp.  water mite diet isolate 947-BHL100916-GBD5844_6140-Lunk70 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

ACATTGTATTTTATTTTCGGAGCTTAATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGAATTAGGTCA

TGCCGGATCATTAATTGGAGATGATCAAATTTATAGCGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAGTT

ATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGTGGCTCCTGATATAGCTTCCCCTCGAATA

AATAATATAAGTTTTTGATTATTACCCCCTTCTCTAACCTTACTTCTTTCAAGTTCAATAGTTGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9473 Culex sp. water mite diet isolate 9473-BHL032417-GBD25672_11191-Lq48 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATATAGATATTGGCACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTTGGACCTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CTTTTATTATAA-

TTTTTTTATAGTAATACCAATCAGAATTGGAGGATTTGGAAATTGATTAGTTCCTCTAATGTTAGGAGCTCCAGATATGG

CCTTTCCGCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTACAAGTAGTTTAGTAGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9481 Chironominae sp.  water mite diet isolate 9481-BHL032417-GBD24848_24190-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTTTGCTAATTCGAGCAGAACTTGGACGA

AGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCACCAGATATGACTTTACCTCGAATAA

ATAATATAAGTATTTGACTTCGTCCCCCTTCATTAACTCTTTAACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9495 Dicrotendipes tritomus water mite diet isolate 9495-BHL032417-GBD23976_9739-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTCATTTTTGGAGCTTGATCAGGACTAGTTGGGACTTCTCTAAGTATACTTATTCGAGCATAGCTGGGTCGA

CCTGGAACTTTTATTGGTGACGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTCTTTATAGTTA

TACCAACTTTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATATTAGTGGCTCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTACTTCCTCCTTCTCTTACTCAACTTCTTGCTAGAACAATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR767066, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9500 Dicrotendipes tritomus water mite diet isolate 9500-BHL032417-GBD25116_9993-Lq48 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCAGGAATAGTTGGAACTTCTCTAAGTATACTTATTCGAGCAGAACTAGGTCCC

CCTGGAACTTTTATTGGTGACGATCAAATTCACAAAGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATAGTTA

TACCAATTTTAATTGGAGGATTTGGAAATTGATTGGTTCCTTTAATATTAGGGGCACCAGATATAGCTTTCCCCCCGATA

AATAATATAAGTTTTTGATTACTACCCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR173489, identified in GenBank as 

Dicrotendipes tritomus. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9502 Culex sp. water mite diet isolate 9502-BHL032417-GBD14732_11387-Lq48 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGCAACTGCTCAT

GCTTTTATTATAA-

TTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGC

CTTTCCTCGAATAAATAATATAAGTTTTTGATTACTCCCCCCTTCTCTTACTCTTCTTCTTTCTAGATCAATTGTAGAAAAT

GGAGCTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9509 Chironominae sp.  water mite diet isolate 9509-BHL032417-GBD24831_9359-Lq48 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTATGTTTGCTAATTCGAGCAGAACGTGGACGA

CGTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAAGTTTTGGAAATTAACTTATTCCTTTAATGTTAGTATCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9540 Chironomidae sp.  water mite diet isolate 9540-BHL032417-GBD22189_16106-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9541 Chydorus brevilabris water mite diet isolate 9541-BHL032417-GBD15757_21125-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCTAGCAGAATTAGGACA

AAGCGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCG

TCTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9542 Orthocladiinae sp.  water mite diet isolate 9542-BHL032417-GBD4367_8800-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCCTGATCTGGGATAGTTGGAACTTCTTTAAGAATTCTTATTCGTGCAGAATTAGGACA

TGCTGGTTCCTTAATTGGAGACGACCAAATTTATAATGTAATTGTTACCGCTCACGCTTTTGTAATAATTTTTTTTATAGTT

ATACCTATTTTAATTGGGGGGGTTTGGAAACTGACTAGTTCCCTTAATATTAGGAGCACCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGATTACTTCCCCCTTCTTTAACTCTTCTTTTATCAAGCTCAATTGTTGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR678405, identified in GenBank as 

Orthocladiinae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9543 Chydorus brevilabris water mite diet isolate 9543-BHL032417-GBD14838_11168-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGGGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGGAGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTTCCTCG

TCTAAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGTGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9545 Chironomidae sp. water mite diet isolate 9545-BHL032417-GBD12346_15317-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL955 Cricotopus sp.  water mite diet isolate 955-BHL100916-GBD4176_17872-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTGCATTAGGT

CATGCCGGGTCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTTGAAACTGATTAGTTCCTTTAATGTTAGGGTCTCCTGATATAGCTTTCCCTCGA

AAAAACAATATAAGTTTTTGATTATTACCCCCCTTCTCTCACCTTACTTCTTGCAAGTGCAATTGTTGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9552 Chydorus brevilabris water mite diet isolate 9552-BHL032417-GBD2040_12619-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTCTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGTCTGTTAATTCGAGCTGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCGCATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCTTAATTGGGGGGTTTGGAAACTGGCTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9555 Chydoridae sp. water mite diet isolate 9555-BHL032417-GBD18962_2634-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.7% 

identical to accession ID MG449309, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9557 Chydorus brevilabris water mite diet isolate 9557-BHL032417-GBD8862_11882-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGTCTGTTTATTCGAGCAGAATTAGGACA

AAGAGGGACCTTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGAGGGTTTGGAAATTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGAGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9559 Chydorus sp. water mite diet isolate 9559-BHL032417-GBD6605_22514-Lq56 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGATCTGGAATAGTGGGCACTTCTTTTAGCCTGTTTATTCGAGCAGAATTAGGACA

AAGCGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATTATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

ATTAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9569 Chydorus sp. water mite diet isolate 9569-BHL032417-GBD14430_17651-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGAACCTGGTATAGCCTTCCCTCGT

CTTAATAATGTAAGTGTCTGGCGTCGGCCCCCAGCTTTAACCCTGCTTTTAGTAGGGGGGGGCAGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9571 Chydorus sp. water mite diet isolate 9571-BHL032417-GBD7098_20340-Lq56 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.2% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9572 Chydorus sp. water mite diet isolate 9572-BHL032417-GBD4131_16541-Lq56 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATTTTAATTGGGGGGTTTGGGAACTGACTTGTCCCCCTAATATTAGGGGCGCCTGATATAGCCTTCTCTCGG

CATAATAATTAAAGTTTCTGGATTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9577 Chydorus sp. water mite diet isolate 9577-BHL032417-GBD14606_2286-Lq56 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TACTCTGTATTTTCAATTTGGAATTTGAGATGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAAGTAGGAC

AAATAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTATAAAATGGCGCTGG

AGCA

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9583 Chydorus brevilabris water mite diet isolate 9583-BHL032417-GBD18731_12634-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGGCCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAACCTTCCCTCGT

CTTAAAAATTTAAATTTCTGGCTTCTTCCCCCAACTTTAACCCTTCTTTTAATAGGGGGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9585 Chydorus brevilabris water mite diet isolate 9585-BHL032417-GBD23705_25350-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTCTTTGGAATTTGAGCTGGAGTAGCGGGCACTGCTCTTTGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TTAATAATTTAAGTTTCTGGCTTCTGCCCCCAGCTTTAACCCTTCGTTTAGGAGGGGGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9589 Chydorus brevilabris water mite diet isolate 9589-BHL032417-GBD25805_19689-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TATTCTTTGTTTTATATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGCCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCTTAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGGCACCTGATATAGCCTTCCCTCG

TCTTAATAATATAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9595 Chydorus sp. water mite diet isolate 9595-BHL032417-GBD29572_14751-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTCTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATTATAATTGGGGGGGTTTGGAAACTGGCTTGTCCCCCTAATATTGGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGGTTCTGGCTTCTTCCCCCAGCTTTAACCCTACTTGTAGGAGGGGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL960 Cricotopus sp. water mite diet isolate 960-BHL100916-GBD14969_8237-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATCTTAATTCGAGCTAAATTAGGA

CATCCCGGATCATTAATTGGAGATGATCAAATTTATAATGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGGTTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGAA

AAAATAATAAAAATTTTTGATTATTACCCCCCTTCTCTGACCCTACTTCTTTCAAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9602 Chydorus sp. water mite diet isolate 9602-BHL032417-GBD8854_25330-Lq56 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGGCTTCCCTCGGC

TTAAAAAATAGAGGTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9611 Chydorus sp. water mite diet isolate 9611-BHL032417-GBD11013_15943-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCTTAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTTATATTAGGGGCACCTGATATAGCCTTCCCCCCTC

CTAATAAATTAAATTTCCGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9616 Chydorus sp. water mite diet isolate 9616-BHL032417-GBD12537_20870-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGATCTGGAATAGTGGGCACTGCTTTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATCTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATTTTAATTGGGGGGTTTGGGAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCCTCCCTCGTC

TTAATAAATTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9623 Chydorus brevilabris water mite diet isolate 9623-BHL032417-GBD24480_8423-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCTCTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGATGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGTT

ATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

TAATAACTTAAGTTTCTGGCTACGTCCCCCAGCGTTAACCCTTCATTAAGTAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9624 Chydorus sp. water mite diet isolate 9624-BHL032417-GBD15472_25366-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAAAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAGT

TATACCCATCTTAATTGGGGGGTTTGGAAGCTGACTTGTCCCCCTAATATTAGGGACACCTGATGTAACCTTCCCTCGTA

TTAAAAATTAAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTAGAGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9643 Chydorus sp. water mite diet isolate 9643-BHL032417-GBD20833_22213-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTTTATTTTCTTTTTGGAATTTGAGCTGGAATAGTGGGCACTGCTTTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGTCCATTATTGGAGATGATCAAATTTATAATGTTATTGTTACTGCACATGCTTTTGTTATAATTTTTTTTATAGTT

ATACCCATTTTAATTGGGGGGGTTTGGAAACTGACTTGTCCCCCTGATATTAGGGGCACCTGATATAGCCTTCCCTCGAC

TAAATAATATAAGTTTCTGGCTACTTCCCCCAGCTTTAACCCTTCTTTTAGCAGGGGGGGCAGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9649 Chironomidae sp.  water mite diet isolate 9649-BHL032417-GBD18230_5604-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTAATTTTGGAGCTTGATAGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATGAGGAC

ACCCAGGCTCATTAATCGCAGACGCTCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCACGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGCGCTGGAC

CAG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9658 Chydorus sp. water mite diet isolate 9658-BHL032417-GBD7038_12200-Lq56 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTTTTTGGAGTTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTTCCTCGTC

ATAATAAATAAAGTTTCTGGCATCTTCCCCCAGCTTTAGCCCTTCCTTTAGTAGGGGGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL966 Chironomidae sp.  water mite diet isolate 966-BHL100916-GBD23814_20054-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTGTATATTTTATTTTTGGAGTTTGATCGGGGATAGTAGGCACTTCTTTTAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGCAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTAATAG

TGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTAATATTAGGGGCTCCTGACATAGCTTTTCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9682 Chydorus sp. water mite diet isolate 9682-BHL032417-GBD22943_11591-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAACAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATTATAATTGGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCCCCTGATATAGCCTTCCCCCG

TCAAAATAAATAAAATTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTA-

GGGGGGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9687 Chydorus brevilabris water mite diet isolate 9687-BHL032417-GBD25461_8420-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTATTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGGCTGCGTGCCCCAGCTTAAAACCGTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTG

GAGCAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9689 Chydorus brevilabris water mite diet isolate 9689-BHL032417-GBD29109_11868-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTCTTCGGAATTTGGGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGT

CTTAATAATTTAAGTTTCTGACTTCGTCCCCCAGCTTTAACCCATCTTTAAGAAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9690 Chydorus brevilabris water mite diet isolate 9690-BHL032417-GBD9570_9422-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAAGGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCCCCTGATATAGCCTTCCCCCGC

CTTATTAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTAAACCCTTCTTTTAGTAGAGGGGGCAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9698 Chydorus sp. water mite diet isolate 9698-BHL032417-GBD6637_12383-Lq56 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGGGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAG

TTATACCCATCATAATTGGGGGATTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGAAATACCCTTCCCCCGA

CTTAAAAATTAAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTTCTTTTAGTA-

GGGGGGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9702 Chydorus brevilabris water mite diet isolate 9702-BHL032417-GBD25814_20532-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTTTTAATTCGAGCAGAATTAGGACA

ACGAGGTCCCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGTT

ATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTCT

TAATAAATAAAGTTTCTGTCTTCTTCCCCCAGCGTTAACCCTTCTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9703 Chydorus sp. water mite diet isolate 9703-BHL032417-GBD13440_20220-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTCCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAACTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTCATAG

TTATACCCATCATAATTGGGGGGTTTGGAAACTGAATTGTCCCCCTAATATTAGGGGCACCTGAAATAGCCTTCCCACGT

CATAAAAAATTAAATTTCTGGCTTATTCCCCCAGCTTTAACCCTTCTTTTAGTAGGGGGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.4% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9710 Chydorus brevilabris water mite diet isolate 9710-BHL032417-GBD19293_8020-Lq56 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTGTTTGGAATTTGAGCTGGTATAGTGGGCACTGCTCTTAGCCTTTTAATTCGAGCAGAATTAGGACA

AAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTATAGT

TATACCCATCATAATTGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCGTC

TGAATAACTAAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACATTTAGTAGGGGGGGCAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9712 Chironominae sp.  water mite diet isolate 9712-BHL040517-GBD5755_17749-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAA-

TTTTTTTATAGTTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGC

TTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCATCAAGATCAATAGTAGAA

AATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9713 Culex pipiens water mite diet isolate 9713-BHL040517-GBD27066_20619-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGG

GAATGATCAAATTTATAGTGTTATTTTAACTGCTCATGCTTTTATTACAATTTTTTTTTTATAGTAATACCAATCATAATTG

GAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTT

GAATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9714 Chironomidae sp.  water mite diet isolate 9714-BHL040517-GBD11968_17683-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAAAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTTATA

GTGATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCG

AATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9715 Chironominae sp.  water mite diet isolate 9715-BHL040517-GBD11615_11540-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATATTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTCATTGTAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTT-

ATTATAATTTTTTTTTTATAGTTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCC

GGATATGGCTTTCCCTCGAGTAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATT

GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9716 Lebertia quinquemaculosa water mite diet isolate 9716-BHL040517-GBD6938_11306-1Lq57 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTCGGAAATTGACTAGTCCCATTGATGATTAGAGCTCCAGATATAGCATTTCCACG

AATAAACAATATAAGATTTTGACTTTTACCCCCCCTCTTTAACTCTTCTACTATCTAGTTCTTTCACAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID MG811666, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL9718 Culex sp. water mite diet isolate 9718-BHL040517-GBD12024_14656-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGG

AAATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCCCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9719 Chironominae sp.  water mite diet isolate 9719-BHL040517-GBD4051_10367-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTACGTATGCTCATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTGGAATA

AATAATATAAGATTTTGACTACTTCCCCCTTCATTAACTCTTTTACTGTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL972 Chironomidae sp.  water mite diet isolate 972-BHL100916-GBD10729_28306-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGTCAA

CCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTTATAGT

GATACCTGTTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGAGCTCCTGATATAGCTTTCCCGCGAA

TAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTGTATCAACATCAGTAGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9721 Chironomidae sp. water mite diet isolate 9721-BHL040517-GBD9199_3902-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAAC---

TCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9722 Culex sp. water mite diet isolate 9722-BHL040517-GBD24763_13821-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGGGCTGGGATTGTTGGAACTTCTTTTAGTTTACTTATTCGAGCAGGATTTAGTCAACCATGTGTATTTATTGG

AAATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGA

ATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9725 Chironominae sp. water mite diet isolate 9725-BHL040517-GBD8506_22696-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTGGG-

GCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAA

TGATCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATTTTAATTGGAGGT

TTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGAAATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTT

CTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9726 Chironominae sp.  water mite diet isolate 9726-BHL040517-GBD26503_13038-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTTTATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTTAGTATGCTAATTCGAGCAGAATTTGGACTA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACAAGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTATCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9728 Culex sp. water mite diet isolate 9728-BHL040517-GBD25897_8372-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCTGGAATAGTTGGAACTTCTTTTAGTTTACTAATTCGAGCTGGATTAAGTCAACCAGGTTTATTTATTGG

AAATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGA

ATACTACCTCCTTCATTGACCCTACTACTATCAAGTAGATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9730 Chironominae sp. water mite diet isolate 9730-BHL040517-GBD3661_8337-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTAGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAAC---

CTTACTTTAATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9733 Chironominae sp.  water mite diet isolate 9733-BHL040517-GBD16675_8033-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATCTTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTATGTATGCTAATTCGAGTAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACTAAATTTACAATGTAATTGTCACAGCACACGCTTATATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9735 Culex sp. water mite diet isolate 9735-BHL040517-GBD13631_8393-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTTAGTTGGAATTGTTGGAACTTTTTTTAGTTTTCTAATTCGAGCAGAATTAAGTCAACCAGGTATATTTATTGGA

AATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGAG

GATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAA

TACTACCTCCTTCATTGACACTACTACCTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9740 Culex sp. water mite diet isolate 9740-BHL040517-GBD12279_26246-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTTAGCCGGCATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAATTTAGTCAACCAGGTGTATTTATTGG

AAATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGA

CTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9741 Culex sp. water mite diet isolate 9741-BHL040517-GBD8461_7044-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGG

AAATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATGTAGCTTTTCCGCGAATAAATAATATAAGATTTTG

ATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9744 Culex sp. water mite diet isolate 9744-BHL040517-GBD23912_15120-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGCGCAGAATTAAGTCAACCAGGTGTATTTATTGG

AAATGATCAAATTTATAATGTAGTTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGATACCTATTTTAATTGGA

GGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAAATAATATAAGATTTTG

ATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.8% 

identical to accession ID KM593053, identified in GenBank 

as Culex conspirator. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9747 Culex sp. water mite diet isolate 9747-BHL040517-GBD13662_10112-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTTAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTTATTCGGGCTGGATTAAGTCAACCAGGTGTATTTATTGG

AAATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGATTTTG

AATACTACCTCCATCATTGACACTACTACTTTCAAGTAGTGTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9748 Chironominae sp.  water mite diet isolate 9748-BHL040517-GBD8408_11354-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTTTTTGACTTCTTCCCCCCTTCATTAACTCGTTGACTGTCAAGTTTTATTGTAGAAAATGGAGCTGCAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL975 Cricotopus sp. water mite diet isolate 975-BHL100916-GBD18668_18214-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGGATCTTAATTCGAGCTGCATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATCATGACCCCCTTCGCTCACCTAACATCAATCAAGTGCAATAGTTGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9750 Paratanytarsus sp.  water mite diet isolate 9750-BHL040517-GBD4983_20994-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTAATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCT

CGAATAAATAATATAAGATTTTGACTTCATCCCCCCTCTTTAACTCTGTTACTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9752 Chironominae sp. water mite diet isolate 9752-BHL040517-GBD8813_20814-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACAC

CCAGGCTCACTAATCGGAGACGATCAAATTTATAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATACAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR278045, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9754 Culex sp. water mite diet isolate 9754-BHL040517-GBD3580_16074-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCTGGAATTGTTGGAACTTCTTTAGGTTTACTAATTCGGGCAGGATTAAGTCAACCCGGGGTATTTATTG

GAAATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGG

AGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTCTTG

AATACTACCTCCTTCATTGACCCTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL976 Cricotopus sp. water mite diet isolate 976-BHL100916-GBD28543_16392-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTTGGAGCTTGATCAGGAATAGTAGGGACTTCCTTGAGAATTTTAATTCGAGTTGAATTAGGT

CATGCGGGATATTTAATTGGAGATGATCAAATTTATAACGATATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGTAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCTCACCTTACTTCTTTCAAGTTCAATTGTTGAAAATGGACCTGGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9762 Culex sp. water mite diet isolate 9762-BHL040517-GBD5224_16840-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTCT-

GGGGCTTGAGCTGGAATAGTTGGAACTTTTTTTAGTTTACTAATTTGAGCAGGATTAAGTCAACCAGGTGTATTTATTGG

AAATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGATTTTG

ATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9763 Culex sp. water mite diet isolate 9763-BHL040517-GBD9649_19850-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCTGGAACTGTTGGAACTTCTTTAAGTTTACTTATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGG

AAATGATCAAATTTTTAATGTTATTGTTACTGCTCATTCTTTTATTACAATTTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTAGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGA

ATACTACCTCCTTCATTGACACTACTACTATCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9773 Chironominae sp.  water mite diet isolate 9773-BHL040517-GBD6191_22708-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCGGAACTTGGACGTC

CTGGTACTTTTATTGGTGATGACCAAATTTACAATGTAATTGTCACAGCTCACGCTTTTATTATAATTTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGATTTTGACTACTTCCCCCATCATTAACTCTATTACTTTCAAGTACTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9776 Chironominae sp. water mite diet isolate 9776-BHL040517-GBD18032_14501-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCTTTTAGTATGTTAATTCGAGCCGAATTAGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTTACAGCTCACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATATTAGGAGCCCCAGATATGGCTTTCCCTCGAATA

AATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCAATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9777 Chironominae sp.  water mite diet isolate 9777-BHL040517-GBD21587_14571-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTAATTTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAAAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATATTTTTTTTTATATTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAA

ATAATATAAGTCTTTGACTTCTTCCCCCTTCATTAACACTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9779 Culex sp. water mite diet isolate 9779-BHL040517-GBD17578_23963-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTTAGCTGGAATAGTTGGGACTTCTTTTAGTTTACTAATTCGGGCAGAATTAAGTCAACCAGGTGTATTTATTGG

AAATTATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAATTGATTAGTTCCTTTAATTTTAGGAGCTCCAGATATGGCATTTCCTCGAATAAATAATATAAGTTTTTGA

ATACTACCTCCTTCATTGACACTACTACTATCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL978 Cricotopus sp.  water mite diet isolate 978-BHL100916-GBD15856_26880-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGGTACTGCCTTGAGAATCTTAATTCGAGCGGAATTAGGT

CATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGGGCTCCTGATATAGCTTTCCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCCCCTTCTCCCACCTAACATCAATCAAGTTCAATAGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9780 Culex sp. water mite diet isolate 9780-BHL040517-GBD12823_18691-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTGGGGCCTT-

AGCTGGAATTGTTGGAACTTCTTTTTGTTTACTAATTTGAGCAGAATTTAGTCAACCAGGGGTATTTATTGGAAATGATT

AAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTG

GAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCATTTCCTCGAATAAATAATATAAGATTTTGAATACTAC

CTCCTTCATTGACACTACTACTATCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9781 Culex sp. water mite diet isolate 9781-BHL040517-GBD16967_2753-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCGGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAAGTAAGTCAACCAGGTGTATTTATTG

GAAATGATCAAAATTATAAGGTTATTGTAACGGCTCATGCTTTTATTACAATTTTTTTTATAGTAACACCAATCATAATTG

GAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTT

GAATACTACCTCCTTCATTGACCCTACTACTTTCACGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9784 Culex sp. water mite diet isolate 9784-BHL040517-GBD25559_14191-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCTGGAATAGTTGGGACTTCTTTAAGTTTTCTTATTCGAGCAGGATTTAGTCAACCAGGTGTATTTATTGG

AAATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGGTTTGGAAATTGATTAGTTCCTTTAATGTTGGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTG

AATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTCTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9788 Culex sp. water mite diet isolate 9788-BHL040517-GBD14203_15773-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTTAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGGGCAGGATTAAGTCAACCAGGGATATTTATTGG

AAATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAATTGATTAGTTCCTTTAATATTAGGAGCTCCAGATATAGCCTTTCCTCGAATAAATAATATAAGTTTTTGA

ATACTACCCCCTTCATTGACACTACTTCTTTCAAGTAGATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL979 Cricotopus sp.  water mite diet isolate 979-BHL100916-GBD16851_14386-Lunk70 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GAACATTATATTTTATTTTCGGAGCTTGATCAGGAATAGTAGTGACTTCCTTGAGAATCTTAATTCGAGCTTATTTAGGTC

ATGCCGGATCATTAATTGGAGATGATCAAATTTATAACGTTATTGTTACAGCTCATGCTTTTGTAATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCTGATATAGCTCTCCCTCGAA

TAAATAACATAAGTTTTTGATTATTACCCCCCTTCTCTCACCTGACTGCTTTCAAGTTCAATTGTTGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR279261, identified in GenBank as 

Cricotopus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9798 Chironominae sp.  water mite diet isolate 9798-BHL040517-GBD17792_3544-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACATTATATTTCATTTTTGGAGCTTGATCAGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGAC

GACCTTGTACTTTTATTGGAGATGACCAAATTTACCATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAG

TTATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCAAGATATAGCTTTCCCTCGAA

TAAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 97.6% 

identical to accession ID MG449049, identified in GenBank 

as Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9800 Culex sp. water mite diet isolate 9800-BHL040517-GBD27603_15450-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCTGGGATAGTTGGAACTTCTTTTAGTTTTCTAATTCGGGCAGGATTTAGTCAAACAGGGGTATTTATTGG

AAATGATCAAATTTATAATGTTATTGTTACTTCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGA

ATACTACCCCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9805 Culex pipiens water mite diet isolate 9805-BHL040517-GBD27856_16812-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGG-

CTTGAACTGGAATTGTTGGTACTTCTTTAAGTTTACTAATTCGGGCAGAATTTAGGCAACCAGGTGTATTTATTGGAAAT

GATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGAGGAT

TTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTGTCCTCGAATAAATAATATAAGTTTTTGAATAC

TACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9808 Culex sp. water mite diet isolate 9808-BHL040517-GBD17747_4170-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGACAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCAGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAAGTAAGTCAACCAGGTTTATTTATTG

GAAATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAGTCCTAATTGG

AGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTG

AATACTACCTCCTTCATTGACCCTACTACTTTCAAGTAGTTTAGTAGAAACTGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9819 Culex pipiens water mite diet isolate 9819-BHL040517-GBD12635_23427-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGG

AAATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTGTCCTCGAATAAATAATATAAGTTTTTG

AACACTACCTCCTTCATTGACACGACTACGAACAAGTAGTTTAGTAGAAAATGGAGCAGGAAC

Using NCBI BLASTN in June 2018, this sequence was 96.8% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9821 Culex sp. water mite diet isolate 9821-BHL040517-GBD14049_2582-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGACAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGATTGAGCGGGAATAGTTGGAACTTCTTCAAGTTTACTAAGTCGAGCAGAATTAAGTCAACCAGGCGTATTTATTG

GAGATGAGCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATTCCAATCATAATTGG

AGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTG

AATACTACCTCCTTCATTGACACTACTACCTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9825 Chironominae sp.  water mite diet isolate 9825-BHL040517-GBD7158_7741-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTGGG-

GCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTATGCTTATTCGAGCAGAACTTGGACGACCTGGTACTTTTATTGGAGA

TGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTATGCCAATCTTAATTGGAGGT

TTTGGAAATTGACTTACTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAATAAATAATATAAGTTTTTGACTT

CTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.9% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9827 Culex sp. water mite diet isolate 9827-BHL040517-GBD15915_6178-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCCGGAATAGGTGGAACTTCCTTAAGGTTACTAAATCGGGCAGAAATAAGGCAACCAGGTTTATTTATTG

GAAAAGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGG

AGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTG

AATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9828 Culex sp. water mite diet isolate 9828-BHL040517-GBD23301_24225-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCTGGAATAGTTGGAAATTTTTTTAGTTTTCTTATTTGGGCAGGATTAAGGCAACCAGGTGTATTTATTGG

AAATGATTAAATTTATAATGCTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATAGCCTTTCCTCGAATAAATAATATAAGTTTTTGA

ATACTACCTCCTTCATTGACACTACTACTATCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9831 Culex sp. water mite diet isolate 9831-BHL040517-GBD28839_12581-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCTGGAATAGTTGGCACTTCTTTTAGTTTCCTTATTTGAGCTGAGTTTAGTCAACCAGGTGTATTTATTGG

AAATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATAATAATTGGA

GGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGATTTTG

AATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9834 Culex sp. water mite diet isolate 9834-BHL040517-GBD27414_15178-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACATTATATTTTATTTT-

GGGGCTTGAGCTGGAATTGTTGGCACTTCTTTCAGTTTTCTAATTCGAGCTGGATTTAGTCAAACAGGTGTATTTATTGG

AAATGATCAAATTTTTAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAACTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGATTTTG

AATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9837 Culex sp. water mite diet isolate 9837-BHL040517-GBD16367_10077-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCTGGAATAGTTGGAACTTTTTTAAGTTTTCTAATTTGAGCCGAATTAAGTCAACCAGGTGTATTTATTGG

AAATGATCTAATTTATAATGTTATTGTAACTGCTCCTGCTTTTTTTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGA

ATACTACCCCCTTCATTGACACTACTACTATCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9839 Culex sp. water mite diet isolate 9839-BHL040517-GBD24713_22354-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTTAGCTAGAATTGTTGGGACTTCTTTAATTTTACTAATTCGTGCAGAATTTAGTCAACCAGGTATATTTATTGGA

AATGATCAAATTTTTAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGAG

GATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAA

TACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9841 Culex sp. water mite diet isolate 9841-BHL040517-GBD11253_20020-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGCACATTATATTTTATTTT-

GGGGCTTGAGCTGGAATAGATGGAACTTGTTTATGTTTACTAATTTGGACATGATTAAGTCAACCAGGTGTATTTATTGG

AAATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGA

ATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9842 Culex pipiens water mite diet isolate 9842-BHL040517-GBD13336_28231-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCTGGAATAGGTGGTACTTCTTTAAGTTTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGG

AAATGATCAAATTTATAATGTTATTGTAACTGGTCATGCTTTTATTAAAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAATTGATTAGTTCCGTTAATGTTAGGAGCTCCAGATATGGCCTCTCCTCGAATAAATAATATAAGTTTTTG

AATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9844 Culex sp. water mite diet isolate 9844-BHL040517-GBD14372_19207-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTTAGCTGGAATTGATGGGAATTCTTTTAGCTTTCTAATTTGGGCAGAATTTAGTCAACCAGGTGTATTTATTGG

AAATGATCAAATTTATAATGTTATTGTTACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATCATAATTGGA

GGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGA

ATACTACCTCCTTCATTGACACTACTACTTTCAAGTAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9845 Culex sp. water mite diet isolate 9845-BHL040517-GBD20757_16892-1Lq57 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTT-

GGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGTTTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGG

AAATGATCAAATTTATAATGTTATTGTAACTGCTCATGCTTTTATTACAATTTTTTTTATAGTAATACCAATTATAATTGGA

GGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGCCATTCCTCGAATAAATAATATAAGTTTTTG

AAGACAACATCCTTGATTGACACGACGACTTACAAGTAGATTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9849 Chironominae sp. water mite diet isolate 9849-BHL040517-GBD15215_17445-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTATAGTTA

TGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATAAGGCCTTCCCCCCAAAA

AATAATAAAAATTTTTGACTTCTCCCCCCCTTCAATAACCCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9851 Chironominae sp. water mite diet isolate 9851-BHL040517-GBD24661_23623-1Lq57 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTTTATATTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATTCGAGCAGAACTTGGACGA

CCTGGTACTTTTATTGGAGATGACCAAATTTAAAATGTAATTGTTACAGCACACGCTTTTATTATAATTTTTTTTTATAGTT

ATGCCAATTTTAATTGGAGATTTTGGAAATTGACTTTTTCCTTTAATATTAGGAGCCCCAGATATGGCATTCCCTCGAATA

AATAATATAAGTTTTTGACTACTTCCCCCTTCATTAACTCTATTACTATCAAGCTCTATAGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 96.0% 

identical to accession ID KR296026, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9852 Oligochaeta sp. water mite diet isolate 9852-BHL040517-GBD9380_25321-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTCTTTCTGGTTATACCAGTATTTATTGGTGGATTTGGAAATTGACTTCTACCTCTAATACTCGGAGCACC

AGATATAGCTTTCCCACGACTTAACAATTTAAGATTCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCC

GTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 85.6% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL9853 Paratanytarsus sp.  water mite diet isolate 9853-BHL040517-GBD4974_15114-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCACTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9854 Chironomus sp. water mite diet isolate 9854-BHL040517-GBD20828_13575-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGATCCGGAA-

TTTCATTGGAGATGACCAAATTTATAATGTTGTTGTTACTGCACATGCTTTTATTATAATTTTTTTCATAGTTATACCAATT

TTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGAACCTGACATAGCTTTTCCTCGAATAAATAATAT

AAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCTGCTGCCGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 96.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9855 Dicrotendipes sp.  water mite diet isolate 9855-BHL040517-GBD19648_18541-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATGGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9856 Amphichaeta sp. water mite diet isolate 9856-BHL040517-GBD3719_15196-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTGCAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTCCACATGCATTTTTAATAATTTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGTGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCCCATCACTAATTCTATTAGATGCATCGGCTGCAGCAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL9858 Chironomus crassicaudatus water mite diet isolate 9858-BHL040517-GBD14189_22406-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGAACCCTTTATATATTATTTTTGGTGCTTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAG

CAGAATTAGGACGTCCTGGAACTTTTATTGGTGATGACCAAATTTATAATGTAGTAGTTACAGCTCACGCATTTATTATA

ATTTTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATG

GCCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCCTCTTCTTTCTAGTTCATTTGTAGAAA

ATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL9859 Chironominae sp.  water mite diet isolate 9859-BHL040517-GBD8654_5678-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGACAT

CCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTTATAGTT

ATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATA

AATAATATAAGTTTTCGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9860 Culex pipiens water mite diet isolate 9860-BHL040517-GBD6332_25467-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGTTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTTCTCATG

CTTTTATTATAA-

TTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAGCTCCAGATATGGC

CTCTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACCACTACTACTTTCAAGTAGTTTAGTAGA

AAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9861 Cryptochironomus sp.  water mite diet isolate 9861-BHL040517-GBD27152_22579-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTAATTCGAGCAGAATTAGGAC

GACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTCATG

GTTATACCAATTTTAATTGGAGGATTCGGAAATTGATTAGTACCTTTTATACTGGGAGCCCCAGATATAGCATTTCCCCG

AATAAATAATATAAGATTTTGACTTTTACCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR271921, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9862 Chironominae sp.  water mite diet isolate 9862-BHL040517-GBD5131_14433-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACATTATGTTTTATTTTTGGAGCTTGATCTGGTATAGTAGGTACTTCTTTAAGTATGCTAATACGAGCAGAACTTGGACG

ACCTGGTACTTTTATTGGAGATGACCAAATTTACAATGTAATTGTCACAGCACACGCTTTTATTATAATTTTTTTTTATAGT

TATGCCAATTTTAATTGGAGGTTTTGGAAATTGACTTATTCCTTTAATGTTAGGAGCCCCAGATATGGCTTTCCCTCGAAT

AAATAATATAAGTTTTTGACTTCTTCCCCCTTCATTAACTCTTTTACTTTCAAGTTCTATTGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KR274046, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9863 Amphichaeta sp. water mite diet isolate 9863-BHL040517-GBD3733_15185-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGAATATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTATTATTACCATTTTTTATT

GGAGGAGTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGATT

TTGACTATTACCCCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGCAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL9864 Chironomidae sp.  water mite diet isolate 9864-BHL040517-GBD19833_14485-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACACC

CAGGCTCATTAATCGGAGACGATTAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGTGA

TACCTATTTTAATTGGAGGCTTTGGGAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAATAA

ATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 98.8% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9865 Paratanytarsus sp. water mite diet isolate 9865-BHL040517-GBD22666_23423-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTTGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCTATTTTAATTGGAGGACTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTC

CTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9866 Amphichaeta raptisae water mite diet isolate 9866-BHL040517-GBD19446_25338-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATCCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTTTATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCCATCACTAATTCTATTAGTAGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.3% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL9867 Chironomus sp. water mite diet isolate 9867-BHL040517-GBD28050_19024-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCCGAACT

AGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCACTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9868 Chironomus riparius water mite diet isolate 9868-BHL040517-GBD18264_6706-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGTGGCTTGTTCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTATCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCATTCATAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9869 Lebertia quinquemaculosa water mite diet isolate 9869-BHL040517-GBD6736_19667-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATACTTCGCTTTTGGGGCTTGATCAGGAATGGTGGGAGCAAGACTAAGAACTTTAATCCGTTTAGAATTAGGA

CAACCAGGAACTCTCCTAGGAAGAGACCAAATTTATAATACTATCGTAACAGCTCACGCCTTCGTTATAATTTTCTTTATA

GTTATGCCAATAATAATTGGAGGATTCGGAAATTGACTAGTCCCATTGATGATTAGAGCTCCAGATATAGCATTTCCACG

AATAAACAATATAAGATTTTGACTTTTACCCCCCCTCTTTAACTCTTCTACTATCTAGTTCTTTCACAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.5% 

identical to accession ID MG811666, identified in GenBank 

as Lebertia quinquemaculosa. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL9870 Paratanytarsus sp. water mite diet isolate 9870-BHL040517-GBD15316_24364-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGACCCGG

GACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTCATAGTTATACCT

ATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAATAAATAAT

ATAAGATTTTGACTTCTTCCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR757714, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9871 Dicrotendipes sp. water mite diet isolate 9871-BHL040517-GBD10463_24551-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGACATCCTGG

AACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTTATGGTTATACC

TATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAATAAATA

ATATAAGTTTCGGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.8% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9872 Paratanytarsus sp.  water mite diet isolate 9872-BHL040517-GBD15739_18315-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTCATTTTCGGTGTCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGCACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTACTTCCCCCCTCTTTAACCCTTTTACTATCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9873 Chironomus sp. water mite diet isolate 9873-BHL040517-GBD25919_23155-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGC

TGAACTAGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAAT

TTTTTTCATAGTTATACCTATTTTGATTGGAGGATTTGGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGG

CCTTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCATCTTTAACTCCTCTTCTTTCTAGTTCATTTGTAGAAAAT

GGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.0% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL9874 Chironomidae sp.  water mite diet isolate 9874-BHL040517-GBD6802_21516-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTATATTTTATTTTTGGCGCCTGATCTGGGATAATCGGGACTTCTCTAAGAATGCTTATTCGAGCAGAATTAGGAC

GACCCGGAACTTTCATTGGTGACGACCAAATTTATAACGTAATTGTTACAGCCCATGCTTTTATTATAATTTTTTTTATAG

TTATACCTATTTTAATTGGAGGATTTGGGAATTGATTGGTCCCTCTTATATTAGGAGCCCCAGACATAGCTTTCCCCCGTA

TAAATAATATAAGTTTTTGGCTTTTTACCCCCGTCATTAACTTTACTTCTTTCTAGTTCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KM994761, identified in GenBank 

as Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9875 Chironominae sp. water mite diet isolate 9875-BHL040517-GBD12234_14228-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTCGGTGCCTGATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTCATTATAATTTTTTTTTATA

GTTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR285570, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9876 Diptera sp. water mite diet isolate 9876-BHL040517-GBD11469_4964-2Lq58 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAAT

ATTAATTCGAGCTGAACTAGGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCACATG

CATTTATTATAATTTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTTTGATATTAGGGG

CTCCTGATATAGCTTTTCCGCGAATAAATAATATAAGATTTTGATTATTACCCCCTTCATTAACCTTACTTTTATCAAGATC

AATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID MF381678, identified in GenBank 

as Anopheles eiseni geometricus. The % identity was used 

to identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL9877 Chironomus sp. water mite diet isolate 9877-BHL040517-GBD7289_12060-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCCTAATACTTGGAGCGCCTGACATAGCTTTTC

CTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9878 Culex sp. water mite diet isolate 9878-BHL040517-GBD2372_18313-2Lq58 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGA

ATATTAATTCGAGCTGAACTAGGACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCA

TGCATTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGG

AGCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAG

TAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 90.4% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9880 Chironomidae sp. water mite diet isolate 9880-BHL040517-GBD23342_24153-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTTCT

TAGTAATACCAGTTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCAC

GATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCA--

TCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.4% 

identical to accession ID KR272544, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9881 Chironomidae sp. water mite diet isolate 9881-BHL040517-GBD2668_17797-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTTATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAAGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCCTTTCCGCGAA

AAAAAAAAATAAGAATTTGATTATTACCCCCCTTCATTAACCTTGCTTTTATCAAAATCAATAGTAGAAAATGGAGCTGG

AACAG

Using NCBI BLASTN in June 2018, this sequence was 96.3% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9883 Chironomus riparius water mite diet isolate 9883-BHL040517-GBD24011_22209-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGAGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTTTAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGATTTGTCCCCCTAATACTTGGATCACCTGACATAGCCTTTCC

TCGAATAAATAATATAAGTTTTTGACTTTTACCCCCCCTCTCTTACTCTTCCTCTTTCTAGTTCTTTCCTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.7% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9884 Culex sp. water mite diet isolate 9884-BHL040517-GBD20267_12032-2Lq58 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGA

ATGCTTATTCGAGCAGAATTAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTATTGTAACTGCTCA

TGCTTTTATTATAATTTTTTTTTATAGTAATACCAATCGTAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGG

AGCTCCAGATATGGTCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAAT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.8% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9885 Chironomus sp. water mite diet isolate 9885-BHL040517-GBD25041_8599-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAGTT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCCTTCC

CTCGAATAAATAATATAAGCTTTTGACTTCTCCCCCCATCTTTAACTCCTCTTCTTTCTAATTCATTTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9886 Culex sp. water mite diet isolate 9886-BHL040517-GBD25372_6843-2Lq58 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGAATATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAG

TATACTTATTCGAGCCGAATTAGGACGACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTC

ATGCTTTTATTATAATTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGG

AGCTCCAGATAGGGTCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAG

TAGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9887 Oligochaeta sp. water mite diet isolate 9887-BHL040517-GBD19784_7127-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCA--AGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.5% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL9888 Dicrotendipes sp. water mite diet isolate 9888-BHL040517-GBD28852_12529-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTGGGAAATTGATCAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 92.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9889 Paratanytarsus sp. water mite diet isolate 9889-BHL040517-GBD21502_20526-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTAATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCT

CGAATAAATAATATAAGATTTTGACTTCTCCCCCCCCATCTTTAACTCCTCTTCTTTCTAGTTCATTTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9891 Chironomidae sp. water mite diet isolate 9891-BHL040517-GBD13329_7397-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATCAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTATAGT

GATACCTATTTTAATTGGAGGCTTTGGAAATTGATTAGTACCTTTGATATTAGGGGCTCCTGATATAGCTTTTCCGCGAAT

AAATAATATAAGATTTTGACTTCTTCCCCCCCTCTTTAAC---

TCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID KJ209369, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9893 Paratanytarsus sp. water mite diet isolate 9893-BHL040517-GBD28530_17284-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAG

GACATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTTATTATAATTTTTTTTCA

TAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCACCAGATATAGCTTTTCCTC

GAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACCTTCAAGTAGAATAGTGGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.9% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9894 Dicrotendipes sp. water mite diet isolate 9894-BHL040517-GBD11703_5833-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTACACTTATTCGAGCCGAATTAGGACG

ACCCGGGACATTTATTGGAGATGATCAAATCTTCAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTTTTACCCCCACCTCTCTTACTCTTCTTCTTCCTAGTTCTTTCGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9895 Chironominae sp. water mite diet isolate 9895-BHL040517-GBD12896_26935-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATTAGGACGACC

CAGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTTTTATAGTTAT

ACCAATTTTAATTGGAGGATTTGGAAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCTTTTCCTCGAATAA

ATAATATAAGTTTTTGATTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAACAG

G

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID KR765094, identified in GenBank as 

Chironominae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9896 Paratanytarsus sp. water mite diet isolate 9896-BHL040517-GBD18494_24335-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGA

CATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCCCG

AATAAATAATATAAGATTTTGACTTTTGCCCCCATCCTTGACTCGTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTGG

AACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID KR294834, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9897 Oligochaeta sp. water mite diet isolate 9897-BHL040517-GBD4317_7339-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

CAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAATTGGAACAGGAACTAGAATATTA

ATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATGCATT

CCTAATAATTTTTTTTCTTAGTAATACCAGTTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACC

TGATATAGCATTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGC

AGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 86.5% 

identical to accession ID KF952300, identified in GenBank as 

Chaetogaster limnaei. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL9902 Paratanytarsus sp. water mite diet isolate 9902-BHL040517-GBD9762_20182-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACTTTATATTTTATTTTTGGAGCTTGATCGGGAATAGTAGGCACTTCTTTAAGAATTTTAATTCGACTAGAATTAGGACA

CCCAGGCTCATTAATCGGAGACGATTAAATTTATAATGTAATTGTTACAGCACATGCTTTTGTAATAATTTTTTTTCATAG

TTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCATTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAA

TAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KM905578, identified in GenBank 

as Paratanytarsus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9903 Chironomus sp. water mite diet isolate 9903-BHL040517-GBD21105_11178-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

AAAGATATTGGTTCATTATACTTCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTTAGAATATTAATTCGAGCA

GAATTAGGACGTCCTGGAACATTTATTGGTGATGACCAAATTTATAATGTAATAGTTACAGCTCACGCATTTATTATAATT

TTCTTTATAGTTATACCAATTTTAATTGGAGGTTTCGGAAATTGACTTGTCCCTTTAATATTAGGAGCTCCAGATATGGCC

TTCCCTCGAATAAATAATATAAGTTTTTGACTTCTCCCCCCCATCTTTAACTCTTCTTCTTTCTAGTTCATTTGTAGAAAATG

GAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.5% 

identical to accession ID KP954640, identified in GenBank as 

Chironomus crassicaudatus. The % identity was used to 

identify this accession's name according to the following: 

>=96.5%, species; 90.0-96.4% only to genus; 80 - 89.9%, 

family or higher taxon.  Matches <80%, not used.

>RL9904 Paratanytarsus sp. water mite diet isolate 9904-BHL040517-GBD21386_3394-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGATCATTATACTTTATTTTCGGTGCCTGATCCGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACT

AGGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTACCCCCTTCATTAAC---

CTTACTTTTATCAAGATCAATAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.0% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9906 Culex sp. water mite diet isolate 9906-BHL040517-GBD14889_16194-2Lq58 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGTTGGAATAGTTGGAACTTCTTTAAGTT

TACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCATG

CTTTTATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGAG

CTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAG

AATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.6% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9908 Chironomus riparius water mite diet isolate 9908-BHL040517-GBD2500_16383-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCAGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACATTTACCCCCCCATCTTTAACTCTACTTCTTTCTAGTCCTTTCGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9909 Chironomidae sp. water mite diet isolate 9909-BHL040517-GBD8864_12414-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTGTACATTATTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCATATGCTTTTATTATAATTTTTTT

CATAGTTATACCAGTTTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCC

CACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTC-

TATTAGTTGTATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 88.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9912 Paratanytarsus sp. water mite diet isolate 9912-BHL040517-GBD14720_12230-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GGTTCATTATACTTCATTTTCGGTGCCTAATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGG

ACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATA

GTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGA

ATAAATAATATAAGATTTTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 94.5% 

identical to accession ID KR292109, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9913 Chironomidae sp. water mite diet isolate 9913-BHL040517-GBD23888_21694-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

GTACATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGAATATTAATTCGAGCTGAATTAGGA

CATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACATGCTTTCATTATAATTTTTTTTATAG

TTATACCAATTTTAATTGGAGGATTTGGTAATTGACTCTTGCCATTAATACTAGGAGCCCCAGATATAGCCTTTCCTCGAA

TAAATAAAATAAGTTTTTGACTTCTTCCCCCCTCTTTAAATCTTTTACTTTCAAGTAGAATAGTGGGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.9% 

identical to accession ID KR285164, identified in GenBank as 

Chironomidae sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9916 Paratanytarsus sp. water mite diet isolate 9916-BHL040517-GBD25003_18484-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTCATTATACTCCATTTTTGGTGCCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAGGAC

ATCCTGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCATAGT

TATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCATTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCGAAT

AAATAATATAAGATTTTGACTTATTACCTCCATCTCTAACATTATTACTTTCAAGAAGTATTGTAGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.1% 

identical to accession ID KR277530, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9917 Chironomus riparius water mite diet isolate 9917-BHL040517-GBD13605_6609-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTCATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATCCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGTCATAGCTTTTCC

TCGAATAAATGATATAAGTTTCTGACTTTTACCCCCCCCTCTCTTACTCTTCTTCTTTCTAATTCTTTCGTAGAAAATGGAG

CTGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9923 Amphichaeta raptisae water mite diet isolate 9923-BHL040517-GBD2231_18889-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAAAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTCTTAATAATACCAGTTTTTATT

GGAGGATTTGGAAATTGATTTTTACCTTTAATATTTGGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.6% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL9926 Chironomus sp. water mite diet isolate 9926-BHL040517-GBD11532_25285-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACCCTTTATACATTATTTTTGGGGCTTGATCCGGAATAGTAGGAACTTCATTAAGAATGCTTATTCGAGCAGAA

TTAGGACGACCTGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTT

TTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTT

CCTCGAATAAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATTGTAGAAAATGGAG

CTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.5% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9928 Amphichaeta sp. water mite diet isolate 9928-BHL040517-GBD22481_5052-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGATTAAATAATATAAGAT

TCTGACTACTACCACCTTCACTAATCCTATTAGTTTCTTCTGCTGCCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL9929 Lepidoptera sp. water mite diet isolate 9929-BHL040517-GBD20029_11138-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGCACTCTATACTTAATCTTAGGAGTTTGAGCTGGAATAACTGGAACAGGAACTAGAAT

ATTAATTCGGATTGAATTATCTCAACCAGGATCATTCCTAGGAAGAGATCAACTATATAATACTCTAGTAACTGCACATG

CATTCCTAATAATTTTTTTTCATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAG

CCCCAGATATAGCTTTTCCTCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAG

AATAGTGGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.0% 

identical to accession ID KM576860, identified in GenBank 

as Glyphodes pyloalis. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9931 Dicrotendipes sp. water mite diet isolate 9931-BHL040517-GBD10654_28290-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCGTTTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGGAA

CAGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9933 Chironomus riparius water mite diet isolate 9933-BHL040517-GBD23745_12445-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTGGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGGCTTGTCCCCCTAATACTTGGAGCACCTGACATAGTTTTTC

CTCGAATAATTAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9934 Amphichaeta sp. water mite diet isolate 9934-BHL040517-GBD19627_19375-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGATCAAGACTATTAATTCGTCTTGAATTAACCCATCCTGGCGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAAATTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTGATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGAT

TTTGACTATTACCCCCATCACTAATTCTATTAGTTGCATCGGCAGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.7% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL9936 Chironomus riparius water mite diet isolate 9936-BHL040517-GBD10381_12942-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTGGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAAT

TAGGACAACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTTTTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTGGGAAACTGATTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9937 Paratanytarsus sp.  water mite diet isolate 9937-BHL040517-GBD15053_22394-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTAATCAGGAATAGTGGGAACTTCCTTAAGAATATTAATTCGAGTTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTGATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTAGTACTTTCAAGTAGAATAGTGGAAAATGGAGCTGG

Using NCBI BLASTN in June 2018, this sequence was 97.5% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9939 Chironomus riparius water mite diet isolate 9939-BHL040517-GBD24930_18379-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGTTCATTATACATTATTTTTGGGGCTTGATCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAACATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTCTCTAATTCTTTCGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9940 Paratanytarsus sp. water mite diet isolate 9940-BHL040517-GBD14912_24951-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGTCTGATCAGGAATAGTAGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTAG

GACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTCAT

AGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCCTCG

AATAAATAATATAAGATTTTGACTTCTTGCCCCCATCCTTGACTCTTCTTCTTTCAAGATCAATTGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 95.2% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9942 Paratanytarsus sp. water mite diet isolate 9942-BHL040517-GBD20200_14296-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACTTTATTTTTTGGGGCTTGATCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTATTTGTTACAGCTCATGCTTTTTTTATAATTTTTTT

CATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTTTCC

TCGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTACTTTCAAGTAGAATAGTGGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 93.1% 

identical to accession ID KR280756, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9946 Diptera sp. water mite diet isolate 9946-BHL040517-GBD4128_21035-2Lq58 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGAACATTATATTTTATTTTTGGGGCTTGAGCTGGAATAGTTGGAACTTCTTTAAGT

TTACTAATTCGAGCAGAATTAAGTCAACCAGGTGTATTTATTGGAAATGATCAAATTTATAATGTTATTGTAACTGCTCAT

GCTTTTATTATAATTTTTTTCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGA

GCGCCTGACATAGCTTTTCCTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCCTCTCTTACTCTTCTTCTTTCTAGTT

CTTTCGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 89.5% 

identical to accession ID JQ958370, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9951 Paratanytarsus sp. water mite diet isolate 9951-BHL040517-GBD13037_23562-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACTTCATTTTCGGTGCCTAATCAGGAATAGTGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTCATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTATTATTAGGAGCCCCAGATATAGCCTCTCCT

CGAAAAAATAAAATAAGATTTTGACTTCTTCCCCCCTCCTTAACTCTTTTACTTTCAAGGAGAATAGTGGAAAATGGAACT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 96.4% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9954 Dicrotendipes sp. water mite diet isolate 9954-BHL040517-GBD23101_24671-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACACTATATTTTATTTTTGGAGCTTGATCAGGGATATTAGGAACCTCATTAAGTATATTATTTCGAGCAGAATTAGGACG

ACCAGGAACTTTTATTGGAGACGACCAAATTTATAATGTAATTGTAACAGCTCATGCTTTTATTATAATTTTTTTTTATGGT

TATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCCTTTAATATTAGGAGCCCCCGATATAGCTTTCCCGCGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCTGGAACA

GG

Using NCBI BLASTN in June 2018, this sequence was 91.4% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9959 Oligochaeta sp. water mite diet isolate 9959-BHL040517-GBD20917_13020-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTAGGAGTATGAGCAGGAATAGTTGGTACAGGAACAAGACTATTAATTCGTATTGAATTAACCCATCCTGGAGCCTTTTT

AGGAAGAGACCAACTATATAATACCTTAGTTACTGCACATGCATTTTTAATAATTTTTTTTCTTAGTAATACCAGTTTTTAT

TGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGCACCTGATATAGCATTCCCACGAATAAATAATATAAGTT

TCTGACTATTACCTCCTTCTCTAACCCTTCTTCTTTCTAGATCAATT---GTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 87.9% 

identical to accession ID AF534829, identified in GenBank as 

Amphichaeta raptisae. For oligochaetes, the % identity was 

used to identify this accession's name according to the 

following: >=92.0%, species; 90.0-91.9%, only to genus; 80 - 

89.9%, only as oligochaeta. Matches <80% not used.

>RL9962 Chironomus riparius water mite diet isolate 9962-BHL040517-GBD23548_14691-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTCTTGGGGCTTGATCCGGAATAGTGGTAACTTCATTAAGAATGCTTATTCGAGCAGAAT

TAGGACGACCCGGAACTTTCATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTTGAGCGCCTGACATAGCTTTTC

CTCGAATAAATAATATAAGGTTCTGACTTTTACCCCCCTCTCTTACTCTTCTACTTTCTAGTTCTTTCGTAGAAAATGGAGC

TGGAAC

Using NCBI BLASTN in June 2018, this sequence was 97.9% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9967 Chironomus riparius water mite diet isolate 9967-BHL040517-GBD13262_27281-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGCACTTTATACATTATTTTTTGGGGCTTGCTCCGGAATAATGGGAACTTCATTAAGAATGCTTATTCGAGCAGAATT

AGGACGCCCCGAAACTTTTATTGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTTT

CATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTCC

TCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTACTTCTTTCTAGTTCTTTCGTAGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9971 Cryptochironomus sp. water mite diet isolate 9971-BHL040517-GBD10624_22265-2Lq58 

cytochrome c oxidase subunit I (COX1) gene, partial cds; mitochondrial

AACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGAACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACT

ACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTCATAGT

TATACCAATTTTAATTGGAGGATTTGGAAATTGATTAGTACCTCTTATACTGGGAGCCCCAGATATAGCATTTCCACGAA

TAAATAATATAAGATTTTGACTGTTGCCCCCATCCTTGACTCTACTTCTATCAAGATCAATTGTAGAAAATGGAGCTGGA

ACAGG

Using NCBI BLASTN in June 2018, this sequence was 91.2% 

identical to accession ID KJ207490, identified in GenBank as 

Cryptochironomus sp. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.



>RL9978 Paratanytarsus sp.  water mite diet isolate 9978-BHL040517-GBD10419_4497-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TTGGTTCATTATACGTCATTTTCGTTGCCTAATCAGGAATAGGGGGAACTTCCCTAAGAATATTAATTCGAGCTGAACTA

GGACATCCCGGAACTTTTATTGGAGATGACCAAATTTATAATGTAATTGTTACAGCTTATGCATTTATTATAATTTTTTTC

ATAGTTATACCTATTTTAATTGGAGGATTTGGGAACTGATTATTGCCTTTAATATTAGGAGCCCCAGATATAGCTTCTCCT

CGAATAAATAATATAAGATTTTGACTTCTTCCCCCCTCTTTAACTCTTTTGCTTTCAAGTAGAATAGTGGAAAATGGAGCT

GGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.0% 

identical to accession ID KR281451, identified in GenBank as 

Paratanytarsus sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9981 Chydorus brevilabris water mite diet isolate 9981-BHL040517-GBD11360_27090-2Lq58 cytochrome 

c oxidase subunit I (COX1) gene, partial cds; mitochondrial

TACTCTTTATTTTCTATTTGGAATTTGAGCTGGAATAGTGGGCACTGCTCTTAGCCTGTTAATTCGAGCAGAATTAGGAC

AAAGAGGGACCCTTATTGGAGATGATCAAATTTACAATGTTATTGTCACTGCACATGCTTTTGTTATAATTTTTTTTATAG

TTATACCCATCATAATTGGGGGGGTTTGGAAACTGACTTGTCCCCCTAATATTAGGGGCACCTGATATAGCCTTCCCTCG

TCTTAATAATTTAAGTTTCTGGCTTCTTCCCCCAGCTTTAACCCTACTTTTAGTAGGGGGGGCAGTAGAAAATGGAGCTG

GAACAGG

Using NCBI BLASTN in June 2018, this sequence was 98.2% 

identical to accession ID MG450056, identified in GenBank 

as Chydorus brevilabris. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9986 Dicrotendipes sp. water mite diet isolate 9986-BHL040517-GBD10799_22287-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ACTCTTTACTTTATTTTTGGAGCTTGATCTGGAATAGTAGGGACTTCCTTAAGTATACTTATTCGAGCCGAATTAGGACGA

CCCTGGACATTTATTTGAGATGATCAAATTTACAATGTAATTGTTACAGCTCATGCTTTTATTATAATTTTTTTTTATGGTT

ATACCTATTCTAATTGGAGGATTCGGAAATTGATTAGTCCATTTAATATTAGGAGCCCCCGATATAGCTTTCCCACGAAT

AAATAATATAAGTTTCTGACTATTACCTCCTTCTCTATCCCTGCTTCTTTCTAGATCAATTGTATAAAATGGAGCTGGAAC

AGG

Using NCBI BLASTN in June 2018, this sequence was 95.7% 

identical to accession ID KR767252, identified in GenBank as 

Dicrotendipes sp. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9987 Culex sp. water mite diet isolate 9987-BHL040517-GBD18350_13717-2Lq58 cytochrome c oxidase 

subunit I (COX1) gene, partial cds; mitochondrial

GGTCAACAAATCATAAAGATATTGGTTCATTATATTTTATTTTTGGAGCCTGATCAGGAATAGTTGGAACTTCCTTAAGA

ATATTAATTCGAGCTGAATTAGGACATCCTGGTACTTTTATTGGAGATGATCAAATTTATAATGTAATTGTTACTGCACAT

GCTTTCATTATAATTTTTTTTTATAGTAATACCAATCATAATTGGAGGATTTGGAAATTGATTAGTTCCTTTAATGTTAGGA

GCTCCAGATATGGCCTTTCCTCGAATAAATAATATAAGTTTTTGAATACTACCTCCTTCATTGACACTACTACTTTCAAGT

AGTTTAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 92.4% 

identical to accession ID LC090051, identified in GenBank as 

Culex pipiens. The % identity was used to identify this 

accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9991 Lepidoptera sp. water mite diet isolate 9991-BHL040517-GBD15724_6373-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

TCAACAAATCATAAAGATATTGGAACCCTTTACTTTATTTTTGGAGCTTGATCTGGAATAATAGGAACTTCCTTAAGTATA

CTTATTCGAGCCGAGTTAGGACGACCCGGGACATTTATTGGAGATGATCAAATCTACAATGTAATCGTTACAGCTCATGC

TTTTATTATAATTTTTTTTCTTAGTAATACCAGTTTTTATTGGAGGATTTGGAAATTGAATTCTACCTTTAATACTTGGGGC

ACCTGATATAGCATTCCCACGATTAAATAATATAAGATTTTGACTATTACCCCCATCACTAATTCTATTAGTTGCA--

TCGGCTGCAGTAGAAAATGGAGCTGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 84.4% 

identical to accession ID AY488857, identified in GenBank as 

Tegeticula yuccasella. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.

>RL9999 Chironomus riparius water mite diet isolate 9999-BHL040517-GBD16388_6300-2Lq58 cytochrome c 

oxidase subunit I (COX1) gene, partial cds; mitochondrial

ATTGGAACTTTATACATTATTTTTTGGGGCTTGAGCCGGAATAGTGGGAACTTCATTAAGAATGCTTATTTGAGCAGAAT

GAGGACGACCCTGAACTTTCATAGGAGATGACCAAATTTATAATGTTGTAGTTACTGCACATGCTTTTATTATAATTTTTT

TCATAGTTATACCAATTTTAATTGGAGGATTCGGAAACTGACTTGTCCCCCTAATACTTGGAGCACCTGACATAGCTTTTC

CTCGAATAAATAATATAAGTTTCTGACTTTTACCCCCCTCTCTTACTCTTCTTCTTTCTAGTTCTTTTGTAGAAAATGGAGC

TGGAACAGG

Using NCBI BLASTN in June 2018, this sequence was 97.3% 

identical to accession ID KR657116, identified in GenBank as 

Chironomus riparius. The % identity was used to identify 

this accession's name according to the following: >=96.5%, 

species; 90.0-96.4% only to genus; 80 - 89.9%, family or 

higher taxon.  Matches <80%, not used.
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